1ID:

dps 3830

Coordinate:

4 group5:2212710-2212802 -

Confidence:

candidate-rescued

Class:

Canonical miRNA

Genomic Locale:

intron

[View on UCSC Genome Browser {Cornell Mirror}

Legend: mature star mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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2212850 2212800 :2212?5(.). 2212700 e I | | | I | | I
Genomic Position 18 19 20 21 22 23 24 25 | I | I
Size Condition 2212850 2212800 2212750 2212700
Genomic Position
Hairpin partition -~ Sense -#- Antisense Mature
Hairpin partition Mature
dps_3830_annot [-15.2]
Show Alternate Folds
Flybase annnotation
intron [Dpse\GA28018-in]
No Repeatable elements found
mature star
1. dps_3830 4_group5:2212774-2212794 -
2. dps-mir-2568b 4_group5:2251160-2251180 -
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
SRR902012
M040
M062 GSM444067 V112 M0O59 CNS GSM343916 |SRR902011 SRR902010 M022
GTTCCTTCGTGTCTAATAATTTTATAAAAAATATTCATGATATTGGAGCTCTATCGCAGCAAACTTCCTCGGGTCATGGCTGTAGTCTTTGATGCAACTCAGACCCAACGACAAAAGATCATCGGAAAAGTGCTTCAATCACTAGATATTTTTTCTAATTTTTCACGTGATCGAGAGCAAAATTTAATTTTTA female imaginal
Read # Hit |Total head body head male embryo disc embryo testis ovaries male
*hkhkhkhkkhkhkhhkkhkhrhhkhkhkhhkhkrr O GO O G O S (o G (PR G (O (PR (R (O PR (O (N (O G PR (O (PR (O (N (O (SRS IN)))) D)) e I))) . )))) e )))) . l)))) L)) KR kkkkkkkkkkkkkkhkkkkkkkhkkhkkhkkkkkhk* gjze Mismatch Count Norm Total body body
.......................................................... Gl A A A C T T C C T C GG G T C AT GG e v v v e e e et e e e et e o e o s e o e o e e oo as oo aeaseaeeseaeeseeeaseseneeseaseseaseseeeeseeseseseaseseasessasesseseseeseeseesasenss2l 0 2 98852.50197705 76881 57773 52047 7769 1117 1084 804 198 27 5
.......................................................... Gl A A A C T T C C T C GG G T C AT G e v v v v e e e e e e e e e e e o e o e e o e o e oo e oo aeeaeeseaeeseeeeseeeeseeeneeeeaeeeeeeeeeaeeseeeeeeeeaseeeaeeseaseeeeeaneeeeneeaaanaa20 0 2 8660.00 17320 7966 4696 3782 754 47 29 30 16 0 0
........................................................... A A C T T C T C GGG T C AT G Gt v v v e e e e e e et e e e et e o e o e o oo e s oo aeasaoeeseesaseseaseseaeesseseseeeasesensessaseseeeesessesessasesseseseeeeseeseasesass20 0 2 2233.50 4467 249 4055 127 29 3 2 1 1 0 0
.......................................................... Gl A A A C T T C C T C GG G T C AT Gl . « v v v e e e e e e e e e e o e e e e o e o e e oo aeeeeaeeseeeeeeeeeeeeeeeeeeneeeeaeeeeeeneeeeeeeeeeaeeeeeeeeeeeeeeeeeeeeeaneeenneenaneaas 21 1 2 851.50 1703 999 226 396 67 5 4 0 6 0 0
.......................................................... Gl A A A C T T C C T C GG G T C A T s vt v et e e e e e e o e e e e o e o e e o e o e oo o oo o s o oo o s o oo oa oo o oo aseaeasaaeaseseasessasesaeeeseeeeseeseseseeeessesesseeasasseseseases 19 0 3 599.67 1799 985 338 456 14 3 1 2 0 0 0
.......................................................... Gl A A A C T T C C T C GG G T C AT GG C . v v it e e e e e et e e e et e e e o e e o e aeoseaeeeeeeeseeeeeeeeaseeeneeeeaeeseeeeeeeeeeeeeaeeeeeeeeeeeeseeeeeeeeaneeeneeenaneeas 22 0 2 558.50 1117 586 150 353 10 9 3 6 0 0 0
.......................................................... Gl AR A C T TCC T C GGG T C AT GG . v v v v v e e et e e e e e e e e e o e o e e e e oo o e s oeaeeesoeneeeeesaeeesesaeeeeeeeeeeseeeeeeseeaeeesoeeaseesoeeeeeeeoeeeeeesaeaeeeneeaes 22 1 3 382.00 1146 598 108 380 56 3 0 1 0 0 0
.......................................................... Gl A A A C T T C C T C GG G T C AT G . « v vt e e et e e e e e e o e o e e o e o e e o e ae o e o aeaseaeeseeeeseeeeseeeneeeeaeeeeeeeseaeeseeeneeeeoseeeneeeseaseseeeaseeeaneeaaneeas2l 1 2 355.00 710 587 6 88 4 23 0 2 0 0 0
.......................................................... Gl A A C T T C C T C GGG T A . v et e e e e e e e e e e e o e e e e o e o e oo s o e ae oo e oo aesoeaeeeeesaeeesaeaeeeeeeeeeeseeaeeesaeeeeeeeeeeseeeeeesesaeeesesaeeeneeeeeasas 18 0 3 270.33 811 581 88 118 0 18 0 4 0 0 2
............................................................ A A A CT T T CC T C GGG T C AT G Gt & 4 e v e e e e e e e e e e e e e o e o e oo e oo oo e o e o s oaeoseaeeseaeaseeeneeeeaseseeeeseeeeseeeaseseeeeeeeeeseaeeseeeaneeeaeeneaeeeaaasl9 0 2 222 .50 445 142 203 82 15 3 0 0 0 0 0
........................................................... A A C T T C C T CG G G T CA T G e v v v e e e e e e e e e e e o e e e e oo o e oo a o e o e s oe oo oo s asaeeeseeaeeeseeneeesesaeeesesaeesseeneesseeaeeesesaseeseeeeesseeneeaneeaaesll9 0 2 161.00 322 10 308 4 0 0 0 0 0 0 0
.......................................................... Gl A A A C T T C C T C GG G T C AT G A . &« i i i i e et e e e e e e e e et e o e o e e o e o e oo aa o s e aeoeseeeeseeeeseeeneeeeaeeseeeeseeeeseeeeseeeeseeeeeeseaseeeeeaneeeaneeaaneeas2l 1 2 130.00 260 146 31 71 7 4 0 1 0 0 0
.......................................................... Gl AR A C T T C C T C GGG T C A T GG A . v v it e e e et e e e e e et e e o e o e s e e ae o e s aeaeeesoeneeeseeaeeesesaeeeseeaeeeseeaeeesesaeeesaeasesseeeeseseeassesasenseneeass 22 1 2 119.50 239 113 56 57 4 0 3 0 6 0 0
......................................................... A G C A A A C T T C C T C GGG T C AT G G e « v e e e e e e e e e e o e e e e o e o e oo e o s e o e o s oo e aeeseaseseaeaseaeeseeeeseeeeseseaeeseaseseeeeseeeeseeeaseseeseseeeeneesenaeeaes 22 0 1 85.00 85 23 50 9 2 0 0 1 0 0 0
.......................................................... Gl AR A C T TC C T C GGG T C AT GG T Gt v v v e e e e e e e e e e e e e o e e e s e e ae o e s oo oo eesoeaeeesesaeeesesaeessesaeeeseeeeeesesaeeesaeasesseeessesesassesasaneenaeass 24 0 2 34.50 69 0 0 69 0 0 0 0 0 0 0
........................................................... CA A C T T CC T C GGG T C AT GG C s v v e e e e e e et e e e et e o e o e e oo o e oo aeaseaeeseeeaseseeseseeeeseaeeseeeaseseneeseaseseeeneseeeneeeeeaseseeeeseeeeneeeanenas2l 0 2 33.50 67 36 20 5 2 1 3 0 0 0 0
.......................................................... Gl AR A C T T C C T C GGG T C A T . v v v v e e e e e e e e e e e e e e e e o e o e s oo o e oo s oo oo s oe oo e asesaeeesasaeeeseeeeeeseeeesesaseeseseaeesseseeessesaeeesesaeesneeeeeanas 20 1 4 33.50 134 91 13 28 1 0 1 0 0 0 0
.......................................................... Gl A A A C T T C C T C GG G T C A T A . & v i e e e e e e e e e e e e o e o s oo e o e e oo ae o e o oeasaaeeseaeeseeeaseeeneeeeaseseeeeseeeeseeeeseeeaseseeeeseeaseneeeaneeeaneeaasenaa20 1 3 29.67 89 73 6 7 2 0 0 1 0 0 0
.......................................................... Gl AR A C T T C C T C GGG T C AT GG T .t v v v e e e et e e e e e et e et e e et o e o e o e s ae oo s o e oo e s osaeeesasaeeeseeaeeeseeeesesaeeesesaeesseseesesesaeessesaseeseeensanes 23 0 2 29.50 59 2 0 56 0 0 0 1 0 0 0
............................................................. A C T T C C T C GG G T C AT GGt 4 v v et e e e et e e e et e o e ot e e e o e oo o aeos o oo aseaeeseeeeseseaseseneeseeseseeeesesenseseaseseeeeseeeeseeeasesseaseseeeeeeaaas 18 0 2 20.00 40 6 31 2 1 0 0 0 0 0 0
.......................................................... Gl A A C T T C T C GGG T C A L . & v v it et e e e et et e e e et e et e o et ae o e o et oo aa oo s oo asesaeeesesaeeeseeaeeesesaesesesaseesasaseeseeeesesasossesasenseseaeeasasl9 1 3 18.00 54 53 0 1 0 0 0 0 0 0 0
............................................................ A A A C T T CC T C G GG T C A T Gt vt v e v e e e e e e e e e e e o e o e o oo o e o e o oa o s o oo osooeasaeeaseseaseseaseseeeeseeeeseeeaseseaeeseeeesseeeseeeaseeenseseaneeeeaeass 18 0 2 14.00 28 9 15 4 0 0 0 0 0 0 0
........................................................... CA R A C T T C C T CGG G T CA T G . v v vt e e e et e et e o e s e e e e o e s o e o e o e s asae o e aeaeeesoeaeeeseeasseseseeeesaseseeseeessesesessesasessesaeensesaeensesaseass 20 1 2 10.00 20 0 19 1 0 0 0 0 0 0 0
.......................................................... e107.V.V-Noki el ok o] eTele i o)X ]e - A~ B | 2 9.00 18 10 6 2 0 0 0 0 0 0 0
........................................................... A A A C T T C C T C GGG T C AT & v vt e e e e e e e e e e e o e o e e o e o e e o eaeeeeaeeeeeeeeeeeeeeeeeseeeeeeeeeeeeeeeaeeeeeeeeeaeeeeeeneseeeeeeeeaeeeeaeeeeaeeneeeaaaaa 18 0 3 7.67 23 2 21 0 0 0 0 0 0 0 0
......................................................... F N eT0).V. VX ok s ol 041 o] €1 X L~ I O 1 6.00 6 1 4 1 0 0 0 0 0 0 0
.......................................................... Gl A A A C T T C C T C GG G T C A T B A . o i i i i e et e e e e e et e ot e e e ae e oo aeeeeoeeseeeeeeeeeeeeeeeeeeaeeeeeeeeeeeneeeeeeeeeeaeeeeeeeeeeeeeeeeeeeeeaneseneeenaneaa 21 2 3 6.00 18 1 0 17 0 0 0 0 0 0 0
........................................................... CA A A C T T C C T C G GG T C AT GG . v o v e o e e e et e e e et e o e o e e oo o e oo o e o s o oo o e o oo asaseaseseaeessaseseeeaseseneeseasesseeeseseeseesasesseseseeseneeeeseeesl2l 1 3 5.67 17 4 12 1 0 0 0 0 0 0 0
......................................................... A G C A A A C T T C C T C G GG T C AT Gt v v e e e e e e e e e e e o e o e e o e ae e o e aeeeeaeeeeaeeseeeaseeeeeeeeneeeeeeeeeeeaeseeeneeeeaseseeeneseeeneeeeeaseseeeeseeeeneeennaaas2l 0 1 5.00 5 1 4 0 0 0 0 0 0 0 0
.......................................................... Gl AR A C T T C C T C GG G T C A T G T . &+ v v e e e e e e e e e e e e e e o e o e e o e o e o e s aeoeeesoeaeeeseeaeeeseeaeenesoeeeeeeeeeeeeseeaeeesaeeeeeeoeeeeeeoeeoeeeeaeaeeenoeeaes 22 2 3 4.67 14 8 2 3 0 0 0 0 1 0 0
.......................................................... Gl AR A C T T CC T C GG G T C AT GG R Al . « v o i et e e e e e e o e ot e o e o e oo e ae o s o oeeseaeeseeeeseeeeseeeneeeeaeeseeeeseaeeseeeeeeeeaseeeneeseaseseeeaseeeeneeaaneeasl23 2 2 4.50 9 2 5 2 0 0 0 0 0 0 0
.......................................................... Gl AR A C T T C C T C GG G T A T I T . & v v it e e e et e e e e e e e e e o e o e ae oo e asosaeeesoeneeeeesaeeesesaeeeseeaeeeseeaeeeseeaeeesoeeaseesoeeeeseseeaeeesaeaneeneeass 21 2 4 4.50 18 8 4 6 0 0 0 0 0 0 0
....................................... N el ek o1 o] €10 s I B ¢ 1 4.00 4 0 2 1 0 0 0 0 0 0 1
.......................................................... Gl A A C T T C T C GGG T C A A . & it it et e e e et e e o e e e e e e o e oo s oo oo e osaeeeeeseeeeeesaeeeeesaeeseeeeeesseeneeesesaeeesasaeeeseeeeeesaeaeeesasesseneeeaeasl9 1 3 4.00 12 4 5 3 0 0 0 0 0 0 0
........................................................... (07:V.V-V ok i {0k ol e e el 07N 1 € e - |~ N | 2 3.50 7 0 6 1 0 0 0 0 0 0 0
.......................................................... Gl AR A C T TCC T C GGG T C AT GG T G T vt v e et e e e e e e e e e o e o e s o e o e oo s oo oo s oeoeeesesaeeesesaeeeseeaeeeseeeeeesaseeeeseeesseseeessesaeeesesasesseeeeeanas 25 0 2 3.00 6 0 0 6 0 0 0 0 0 0 0
............................................................ AR C T T CC T GGG T AT GG  « v v v e v e e e e e e e e e et e e ae e ae e ae e aesae e e eaeeeeeeeeeeeeeeeeeeeeeeeeeeeneeeeeeneeeeeaeeoeeoeeeeeeeeeeeeeeneeneneanaaaa 20 0 2 3.00 6 2 1 3 0 0 0 0 0 0 0
.......................................................... Gl AR A C T T C C T C GG G T C A T G A . o v it i e e et e e e et et e e o e o e s e e ae o e s oeaeeeseeneeeseeaeeesesaeeeseeaeeeseeaeeesesaeeeseeasesseeessesesaesesasaneenaeass 22 2 2 2.50 5 0 2 3 0 0 0 0 0 0 0
.......................................................... €107V V-Xoki ol ok o] et e ol el o4 e = A2t T | 2 2.50 5 0 0 5 0 0 0 0 0 0 0
.......................................................... Gl AR A C T T C C T C GGG T O .+ o vt et et e e e et e e e e e e e e e o e o e s oo ae oo s oo e e s osoeeesesaeeesasaeeeseeaeeeseeeeeesaseeeeseeesseseeessesaeeesesasesseeaeeasas 18 1 4 2.25 9 2 3 4 0 0 0 0 0 0 0
......................................................... yNelo) V.- V-Noki i olohi ol el el e of-Ni e e A~ S £ 1 2.00 2 0 0 0 0 0 0 0 2 0 0
........................................................... CA R A C T TC C T CG G G T CA T GG C T s v v e e e e e e e e e e et e e o e e et e e o e o e s o e o e o e s oo aa oo s oo oo s o s aeeesesaeeesesaeesseseeeesesaeeesesaeessesaeesseeneeesananeees 22 0 2 2.00 4 0 1 2 1 0 0 0 0 0 0
Anti-sense strand reads
MO040
GSM444067 V112 SRR902010 GSM343916
CAAGGAAGCACAGATTATTAAAATATTTTTTATAAGTACTATAACCTCGAGATAGCGTCGTTTGAAGGAGCCCAGTACCGACATCAGAAACTACGTTGAGTCTGGGTTGCTGTTTTCTAGTAGCCTTTTCACGAAGTTAGTGATCTATAAAAAAGATTAAAAAGTGCACTAGCTCTCGTTTTAAATTAAAAAT female
Read # Hit Total body head male ovaries embryo
*hkkkkkkkkhkhkkhkkhkkhhhhkhkhkkkkhkrx O GO O G G S (o G (PR (R (O (PR (R (O (N (PR (O (N (O G PO (O (PR (N (O (SRS IN)))) D)) )))) . )))) e )))) . u)))) L)) KR kkkkkkkkkkkkkkkkhkkhkkkhkkhkkkkkkkhk* gjze Mismatch Count Norm Total body
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
dp5 4_group5:2212660- dps 3830 |GTTCCTTCGTGTCTAATAATTTTATAAAAAATATTCATGATATTGGAGCTCTATCGCAGCAAACTTCCTCGGGTCATGGCTGTAGTCTT T~~~ ———————=——————————————————— GATGCAACTCAGACCCAACGACAAAAGATCATCGGAAAAGTGCTTCAATCACTAGATATTTTTTCTAATTTTTCACGTGATCGAGAGCAAAATTTAATTTTTA
2212852 -
droPer2|scaffold 5:6591006- |dpe 3 GTTCCTTCGTGTCTAATAATTTTATAARAAATATTCAT@ATATTGGAGCTCTATCGCAGCAAACTTCCTCGEGETCATCGCTGTAGTHTT TN N Nelelolel Nleleleh Jolel Nele L.t et Sidelel e qeiG AT GCAACTCAGACCCAACGACAAAAGATCATCGGAAAAGTGCTTCAATCACTAGATAT TT TT TCTAAT T TTCACGTGATCGANAGCAAAATTTIATTTTIA
6591227 -

Generated: 09/08/2015 at 0821 PM

PASS/FAIL

crit.star
crit.loop
crit.mor

crit.half

crit.total
crit.pairing
crit.top3
crit.tptop3
crit.uri

crit.back
rescue.total
rescue.dominant
rescue.known
rescue.confident
rescue.candidate
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group5:2212660-2212852
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3830.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group5:2212774-2212794
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps-mir-2568b.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group5:2251160-2251180
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group5:2212660-2212852
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3830.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_5:6591006-6591227
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_3.html

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dps 27 |4 group3:7672102-7672186 + |confident-exception | Canonical miRNA || antisense_to_intron

Legend: mature Star [t td AL gt s mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Show Alternate Folds H
Flybase annnotation
Antisense to intron [Dpse\GA25667-in]
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads
M040
SRR902011 V112 GSM444067 M022 M062
ATTTTAAAGTTTGCCAGATCCTTTGATACATCCTCCGGTCCTGCAAGATGGCAGTCGAGACGGCACAGATGCCACTATTTTCAAGGATTCCTTTATCACTGGAAATGATGGCAGTAATGTCGTCTAGGCTGCTATCTCACAGAGTCGAAGGACACGAAGGAGTTGTCCGAGGACCTGGCCAACTT female
Read # Hit |Total testis male head male body |head
ok ok ok ok ok ok ok ko ke ok ke ke ke ke ko (- (OG- COCOCOCOCOC COeeeEe. oo CoeE oo e oo 1)) -2))))0))))2)))))---20))0)))))-))))))))))) . .))) .. )) ) Fakkkkdkkokkkdkdkkkkkkkkkkkkkkkkkkkkkk** size Mismatch Count Norm Total body body
................................................................................................................. GTAATGTCGTCTAGGCTGC « v v v v e et et et et et et e e e e e e e enenenenenenenenenen. 19 0 1 610.00 610 526 63 10 6 5 0
................................................................................................................. GTAATGTCGTCTAGGCTGCTA & ¢ e e e e et e eeeaea e enenenenenenenenenenenenenenenan 2l 0 1 492.00492 376 105 4 2 5 0
................................................................................................................. GTAATGTCGTCTAGGCTGCT . « e v ettt et et et et et et e e e e e eaeaeaeaenenenenenenan. 20 0 1 105.00105 87 13 0 4 0 1
................................................................................................................. GTAATGTCGTCTAGGCTGCTAR. « o o ittt it ittt i it i et e e ee e 22 1 1 33.00 33 32 1 0 0 0 0
................................................................................................................. GTAATGTCGTCTAGGCTGCTl. ¢ ottt ittt ettt et et et et et et e e e e e 211 1 28.00 28 24 0 0 3 1 0
................................................................................................................. GTAATGTCGTCTAGGCTG . « e v et et et et et et et aea e e e eeeaeaenenenenenenenenenan. 18 0 1 22.00 22 21 0 1 0 0 0
................................................................................................................. GTAATGTCGTCTAGGCTGCTAT . ¢ v e et et et et e eae e e e e eeeaeaenenenenenenenenenens 22 0 1 17.00 17 16 1 0 0 0 0
................................................................................................................. GTAATGTCGTCTAGGCTG . - ¢ ot vttt ittt ittt et et ettt e et et e e e e e 190 2 13.00 26 25 1 0 0 0 0
................................................................................................................. GTAATGTCGTCTAGGCTGCTAT . ¢ ot it ittt et et ettt et et et e et e e e 231 1 7.00 7 7 0 0 0 0 0
................................................................................................................. GTAATGTCGTCTAGGCTGC TAMR. . . .ottt ittt ettt ittt ettt ettt e e e e 23 2 1 7.00 7 7 0 0 0 0 0
................................................................................................................... AATGTCGTCTAGGCTGCTATC e ¢ v v v e et et e teee e e e eeeeaeaeaeaeaeaeaeaeaeaeaea 2 0 1 4.00 4 4 0 0 0 0 0
................................................................................................................. GTAATGTCGTCTAGGCTGCTATC . &« ettt et et et et et e e e e eaea e eaeaenenenenenenan. 23 0 1 3.00 3 3 0 0 0 0 0
................................................................................................................. GTAATGTCGTCTAGGC TG . & ot ittt et et et et i et e e e ie e 20 1 1 3.00 3 1 2 0 0 0 0
................................................................................................................. GTAATGTCGTCTAGGCTM. « - ¢ ot ittt it ittt ittt it et e e et et e e e 18 1 1 3.00 3 3 0 0 0 0 0
................................................................................................................. GTAATGTCGTCTAGGCTGR . . o ittt ittt it et et et e e et e e e e e e 190 1 2.00 2 2 0 0 0 0 0
................................................................................................................. GTAATGTCGTCTAGGCTGCTR. - - - o o i e i i i i e e 201 1 2.00 2 0 0 2 0 0 0
................................................................................................................. GTAATGTCGTCTAGGC T . - & ottt ittt ittt ettt ettt ettt et e e 19 2 2 1.50 3 3 0 0 0 0 0
....................................................................................................................................... CTCACAGAGTCGAAGGACACGAA. « . vt te e eeenennnenan. 23 0 1 1.00 1 0 1 0 0 0 0
................................................................................................................. GTAATGTCGTCTAGGCTGCTHE . « ¢ ot ittt ettt ettt e et et et et e e e e e e e 222 1 1.00 1 1 0 0 0 0 0
................................................................................................................. GTAATGTCGTCTAGGCTGCH . « - ¢ vttt ettt ettt et e et e enenenenenenenenen.. 20 1 1 1.00 1 1 0 0 0 0 0
................................................................................................................. GTAATGTCGTCTAGG . « ¢ e e et et et et et et et et e e e e e e e e enenenenenenenenenan. 150 1 1.00 1 1 0 0 0 0 0
................................................................................................................... AATGTCGTCTAGGCTGCTA . « v v vt et et e te e et e et e e e e e e ta i eeaeaaeaeaeaeas 19 0 1 1.00 1 0 1 0 0 0 0
.................................................. GCAGTCGAGACGGCACAGATG « « ¢« ¢ e e e e et et et et e e e e e e et et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e eneneneneneneneneaeaeneneneaeaeaeneaeaeaeaeananeneaa.2l 0 1 1.00 1 0 0 1 0 0 0
................................................................................................................. GTAATGTCGTCTAGGCTGCTATHA . « . ¢ ot ittt ettt et e ettt et et et et e e e e 242 1 1.00 1 1 0 0 0 0 0
........................................... 0F.V.Ney N eleToF el ofe7.Ne 7 Xe] clc -0 BN ¢ 1 1.00 1 1 0 0 0 0 0
................................................................................................................. GTAATGTCGTCTAGGCTGE - ¢ vt vt ettt ettt et ettt et et ettt e et e e e e 191 1 1.00 1 0 0 0 1 0 0
...................................... el elieley Vel N e eloy.Xei o] ey c AP RN o 1 1.00 1 0 1 0 0 0 0
.............................................. GATGGCAGTCGAGACGGCACAG .« « + v v v e e et v e et e e e et e e e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e ettt 220 1 1.00 1 0 0 0 1 0 0
................................................................................................................. GTAATGTCGTCTAGGCTGCTARRA . . . . ot ittt ittt ettt ettt et e e e e eaeaeaena. 24 3 1 1.00 1 1 0 0 0 0 0
............................................................................................................................................................. AGGAGTTGTCCGAGGACCTGG. ...... 21 0 1 1.00 1 1 0 0 0 0 0
.................................................................................................................. TAATGTCGTCTAGGCTGCTATC . ¢+ v v e et e teeeee e e e e e e eaeataeaeaeaeaeanaeaes 22 0 1 1.00 1 1 0 0 0 0 0
................................................................................................................ AGTAATGTCGTCTAGGCTGCTAR . ¢ . v ittt ettt ettt et e ieen e 23 1 1 1.00 1 1 0 0 0 0 0
................................................................................................................... AATGTCGTCTAGGCTGCTATCTC . ¢ e v et et et et e e e e e ieeeeeieeaeaeaeaeanaeas 23 0 1 1.00 1 1 0 0 0 0 0
................................................................................................................. GTAATGTCGTCTAGGCTEEA . « - « o e vt ettt ettt et e e e e e e e e e e e e e 20 3 2 0.50 1 1 0 0 0 0 0
Anti-sense strand reads
TAAAATTTCAAACGGTCTAGGAAACTATGTAGGAGGCCAGGACGTTCTACCGTCAGCTCTGCCGTGTCTACGGTGATAAAAGT TCCTAAGGAAATAGTGACCTTTACTACCGTCATTACAGCAGATCCGACGATAGAGTGTCTCAGCTTCCTGTGCTTCCTCAACAGGCTCCTGGACCGGTTGAA
Read # Hit Total
ok ok ok ok ok ok ok kkkkk ke sk ke ks kel (L (OG- OO CeeeeeeCe - 0o e - 0. 1)) -2))))0))))2)))))---20)))))))-))))))))))) - .))) L)) ) Frdkdkdckkkdkdkkkkkkkkkkkkkkkkkkkkkk* size Mismatch Count Norm Total
No data available in table
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
lap5 l4_group3:7672052-7672236 + |ldps 27 |ATTTTAAAGTTTGCCAGATCCTTTGATACATCCTCCGGTCCTGCAAGATGECACTCCACACCECACACATECCACTATTTTCAAGGATTCCTTTATCACTGGAAATGATGGCAGTAATGTCGTCTAGGCTGCTATCTCACAG-AGTCGAAGGACACGAAGGAGTTGTCCGAGGACCTGGCCAACTT |
|dropPer2|scaffold 1:9118001-9118185 +|dpe 179|[ATTTTAAAGTTTGCCAGATCCTTTGATACATCCTCCGGTCCTGCAAGATCECACECCACECEECACACATECCACTATTTTCAAGGATTCCTTTATCACTGGAAATGATGGCAGTAATCTCCTCTAGCCTGCATCTCACAG-AGTCGAAGGACACGAAGGAGT TGTCCGAGGACCTGGCCAACTT |
droWil2|lscf2 1100000004909:3960573- SArrrEaacTTEGCCARNR TCRAT TG AR
3960661 -
drovir3|lscaffold 13042:3103982- aXdrrleracTrigcccalaTciirrgcaldn EcTccrceiciiTcTTcEecTcdiiccciNeATEGEccccONCINIEGCATINEA - - - - - - - - - - - -[¥ec/daccaAlin
3104070 +
droMoj3|lscaffold 6328:3551629- TcErrTidrcigrccEaacecccaifdiaTcEccTCTEcCTGCEA TAT CldcAGEACRCr AG A ClgaGG XS T8 T CCIMGGACHTGGCCARCTT
3551728 -
droGri2|lscaffold 15081:3137872- AaXdrrleracTrigcccal¥erciirrEcalda EcTccrcaaliciiccTrcecTcdilcTcINeATEGECcccClONINdEcCETiNeA i¥eceA - - - - — - — - - — - —— -]
3137955 -

droAna3|lscaffold 13417:921611-921696 cGlgaaTcdcccaisialdcceTiMdcGCiNGCldr TcTCAC AN G e  AGoacACErGaG TG TCCAldGACCTGGCCARCTT

droBipl|lscf7180000396362:271658- TCCTTNaecGAAATCEGGCANSNAlRCEcGTRTlEcGCldcClEaTcTCACAGEHITN YA A\ G A cACer R cacdTGTCCAldGAaCCTGGCCARCTT
271753 +

droKik1|lscf7180000302724:175364- GGaaTcecccAATCECCTCT{ecclecCEa T TClgc A dieilen AGGACACHEAGGAGHTGTCCAMGARicTGGCClgaCTT
175449 +

droFicl|lscf7180000453882:940306- TccT TR TENgeccEAATCETcclgalskialcsceTcTidccclgcca ThiT cldcAacecldicarceacacdaceacEreTecllacaccTeeccaacTT
940405 +

droElel|lscf7180000490214:308740- TccTTTidTENgeccEAATcecclerisiaTcceTcTiicclgccaTc Teacacecledr rceacaceaceacraTeclIacaficTGeccaacTT
308839 -

droRhol|lscf7180000776532:323358- ccgaarclecccaisiaTceccTiTeccciNccEaTcTClgcAcecitlerAccACACEEAGeACETGTCEABcACCTGGCCARCTT
323443 -

droBialllscf7180000302126:3983799- TCCTTTETEgeccEAATCEccCAuATceccTiTleccclecclaTcTCEcacecifdraccacacerceacdTcTccadc AlfiTGGCCARCT T
3983898 +

droTakl|lscf7180000415394:877649- TCCTTTTEgeccEaATCecccAguATceccThTleccclecclEaTcTCcAcEacfdraAccACcACErGeACTGTCCIAdc AN TGGCCARCT T
877748 +

am3 lchrx:10987400-10987499 + | TccTTTidTENgeccEAATGETcoasiaTcEccTCTiccciN el TiT clgc A cecldifen rcerlgaceaceacTiiTccoallcacliTceecaacTT

ldrosim2|x:10443526-10443625 + |

droSecZ|scaffold 15:1698456=-1698555
+
ldrovak3|[x:11131417-11131516 - |

droEreZfscaffold 4690:4138772-
4138869 -

TcCTTHYTEgeccEAATCTcCler AT cdccTCcTlcccieci\a T TCclgcaclEacllicaaccacacErceACTGTCCGAGACHTGGCCARCTT |
TCCTTTTENgeccEAATCTGClersATcdccTCcTlecGccclEaTcTCEcAcEaclicraccacACgrGeACT/TCCorliGACHTGGCCARCTT

TCCTT/HYTigNgecGEAATCTcClrGuATcldccTCTlecGCNcclea ThiT clEcAcEaclifdraccacacErceacdTGTCCGAGACHTGGCCARCTT |
TCCTT/HYTEgeccEAATCETGClgruATlecGTCTlekiGCIAGClEA ThiT ClEcAGEaclelfer aAcc A cErGGACETGTCCGAGGACHTGGCCARCTT

Generated: 09/08/2015 at 08:15 PM

PASS/FAIL

crit.star

crit.loop

crit.mor

crit.half

crit.total
crit.pairing
crit.top3
crit.tptop3
crit.uri

crit.back
rescue.total
rescue.dominant
rescue.known
rescue.confident
rescue.candidate

RPRPORRPRRORRRROOOO


http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group3:7672052-7672236
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group3:7672052-7672236
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_27.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_1:9118001-9118185
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_179.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004909:3960573-3960661
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13042:3103982-3104070
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6328:3551629-3551728
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15081:3137872-3137955
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13417:921611-921696
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396362:271658-271753
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302724:175364-175449
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453882:940306-940405
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490214:308740-308839
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000776532:323358-323443
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302126:3983799-3983898
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415394:877649-877748
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chrX:10987400-10987499
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:10443526-10443625
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_15:1698456-1698555
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:11131417-11131516
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:4138772-4138869

ID: Coordinate: Confidence: Class: Genomic Locale:
[View on UCSC Genome Browser {Cormnell Mirror}
dpS 37 XL grouple:8373854-8373915- candidate-rescued | Testes-restricted | intergenic
Legend: mature star |l iiz1(d B ITg e mismatch in read
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity
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Size Condition
Hairpin partition - Sense - Antisense Mature Star
dps_37_annot [-26.1]
Show Alternate Folds H
Flybase annnotation
intergenic
No Repeatable elements found
mature star
1. dps_37 XL grouple:8373893-8373915 - 1. dps_37 XL grouple:8373854-8373869 -
2. dps-mir-2517a-2 XL _grouple:8378088-8378110 - 2. dps 245 XL grouple:8374602-8374617 -
3. dps-mir-2517a-3 XL _grouple:8380490-8380512 - 3. dps-mir-2517a-2 XL _grouple:8378049-8378064 -
4. dps-mir-2517a-1 Unknown singleton 1920:1615-1637 +|| 4. dps-mir-2517a-3 XL _grouple:8380451-8380466 -
5. dps-mir-2517a-1 Unknown singleton 1920:1661-1676 +
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
M040
SRR902011 V112 M062 MO59
TGGGCGAATAAACGAGTGCGAATAGCCGCCGGGTCAAATGGTCCAGAGTTTTCAGATCCTCAAATACCATATGTATTATTTGACTTTCAGATAGAT TTGGTGGATTTGAAAACTTTTCACTTAAGAACACTTGATACAAGTCTCTATCTCAACGAATATTTT female
Read # Hit |Total testis body male head embryo
khkkkkkkkhkhkkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkx (((_ . ((((((((((((((((((((( __________ ((((((((_ .. ) ) ) ) ) ) ) ) ) ) ) ) )) .))))))))))))))) . .))) ______ khkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkxk*xk*x gjze Mismatch Count Norm Total body
.................................................. TTCAGAT CCTCAAATACC AT AT G e 4 v e e e e e e e e e e e e e e e et ae e et ae e et ee e tee s tee e e eee e eeeeeeeeeeeeeeeaeeeneeeeeeeeeneeenanaaa 23 0 4 154.75619 502 32 25 15 12
.................................................. TTCAGAT CCTC AR AT AC C AT AT « + v v e e e e e e et e e e et e e et ae e e ae e e tee e eee s eee e taeeeeeeeseeeeeeeeeeeeeeneeeeaeeenneennnnaa22 0 4 59.25 237 143 38 24 7 7
.................................................. TTCAGAT CCTCRAARATACC AT A . v v v e e e e et e e et e e e e e e e e e e e e e e et ee e tee st ee e e eae e teeeeeeeeeeeeeeeaeeeneeeeeeeeeeanenaaa 2l 0 4 8.25 33 16 7 4 3 1
.................................................. TTCAGAT CCTCAARATACC AT AT e + & e v e et e e e et e e e e e et ae e et ee e et ee e eee s tee e s tae e eeeeseeeeeeeeeeaeeeneeesaeeenneennna 23 1 4 5.50 22 15 0 5 2 0
.................................................. TTCAGAT CCTC A A AT AC C A T AT G . & o v et e et e e e e e e e e e e e e e et ee et tee st ee et tee et tee ettt ttee e taeeetaaeineaeanan 24 1 4 5.00 20 19 0 1 0 0
.................................................. TTCAGAT CCTC A AR T AC C A T AT G T e & e e e e e e e e e e e e e e e e e e e e e e e e ee e eee s aeeeseneeeeaeeeneeeeeeeeeeaeeeneeeeaeeeeneeennnaaa24 0 4 4.75 19 5 3 10 0 0
.................................................. TTCAGAT CCTC A A AT AC C AT AT Gl AT v v v e e e e e e e et e e e et e e e e e e et ee e tee e ee e eaeeeeeeeeeeeeeeeeeeeeeeneeeeeeeeeaaeenanan 26 0 4 3.25 13 12 1 0 0 0
.................................................. TTCAGAT CCTCAA AT AC C AT A . &+ ottt et e e et e e e e e e e e e e et ee e e tee e tee s eee e e eae s tee e eeeeeeeeeeeaeesseeeeaaeiaaennn 22 1 4 2.75 11 10 0 0 1 0
.................................................. T CAGAT CCTC AR AT ACC AT ¢ o v v e e e e e e e e et e e e e e ea et aee e e ae e aeeeaaneeeeaeeeeaeeeeeeeeeeeeeeeeeeeeeeneeeeaeeennaeennaaaa 20 0 4 1.75 7 2 4 1 0 0
.................................................. TTCAGAT CCTCAA AT AC C AT AT . + v e e e e e e e et e e e e e e e e e e e e e et ee et tee et ee e tae s tee e st st e e et st 23 1 4 1.75 7 6 0 1 0 0
.................................................. TTCAGAT CCTCAAATACC AT AT G T e « o v v e e e e e e e e e e et ae e et ae e e aeeeaaeeeeaeeeeaeeeaeeeeeeeeeneeeeeeeeoneeeeaeeeenaeennaaaa25 1 4 1.50 6 3 0 3 0 0
................................................... TCAGATCCTC AR AT ACC AT AT G v v e e e e e e e et e e e e e e e e e e e e e et e e et ee et te e e tee e ettt et sttt etaaeaaaaaenana 22 0 4 1.50 6 1 3 0 0 2
................................................... TCAGATCC T A A AT AC C AT AT & v v v v e e e e e e e e e e e ae e e ae e e aee e aaeeeaneeeeaeeeeaeeeeneeeeaeeeenaeeeeeeeeneeeeneeeenenennaaaa2l 0 4 1.25 5 0 5 0 0 0
.................................................. TTCAGATCCTCAAATACC AT AT . - o o v ittt it e et e e e e e e et ae et ae e eeae s eee s eeeeseeeeeeaeeeeeeeeaeeeeaeeeeaeesnanennaaa 25 3 4 1.00 4 2 1 0 1 0
.................................................. TTCAGAT CCTCAAATACC AT AT GT A e v v v e e e e et e e e e e e et ae e et ae e e ee e eee e ee e aeeeeeeeeeeeeeeeeeeeeeeneeeeaeeeenaeenanaaa 25 0 4 1.00 4 4 0 0 0 0
.................................................. TTCAGATCCTCAARATACC AT AT G T . « « v e e e et e e e e e e et e e e e e e et ee et ee st ee e e tae s eeeeeeeeeeeeeeeaeeeeaeeesaaeeeaaeennnan26 2 4 0.75 3 1 0 2 0 0
.................................................. TTCAGAT CCTCAAATACC AT AT A . & ottt i et et e e e et e e et e e e e e et ee et et ettt e tee et tee ettt et eeeeeiaeeetaaeeanaaeinnnea 24 2 4 0.75 3 3 0 0 0 0
.................................................. TTCAGATCCTCAARATACC AT AT . & v vttt ettt e e e e ettt e e e e e e et ee e eee st ee e e tae e eeee e seeeeeeeeeeaeeaaeeeaeeeaaaeennna 24 2 4 0.75 3 3 0 0 0 0
.................................................. TTCAGAT CCTCAAATAC C AT AT G e « v v vt e et e e e e e et e e et e e e et e et et ettt e e et ettt ettt taeeetaaeeannanannnea 24 1 4 0.50 2 1 0 0 0 1
.................................................. T T CAGAT CCTCRARARATAC .+ 4 v e e e et e e e e e e e e e e e e e e e e e e e e e et ee et tee st ee et tae et tee e teee st eeeeeteaeesaaaenaaaenaaaaa 17 0 6 0.33 2 2 0 0 0 0
.................................................. TTCAGATCCTCAAATACC AT AT G T AR . . & . vttt et e et e e et ae e et ae e e ee e eaeeeeaeeeeaeeeeeeeeeeeeeneeeeeeeeneeeenneenneeennneeaa2l 2 4 0.25 1 1 0 0 0 0
................................................... TCAGATCCTCA A AT ACC AT AT G T e« v e v e e e e e e e e e e e e e e e e e e e e e e e e e tee e ee e e tee e teeeeeeeeeeeeeeaeeeneeeenaeennenenenaa 23 0 4 0.25 1 0 1 0 0 0
.................................................. TTCAGAT CCTCAAATACC AT AT T . . o vt ittt et e ettt et e e e e et e e ettt e eee e teee e teee et teeeeeaeeeeaeeeeaeeenaneenaaa 25 3 4 0.25 1 0 0 0 0 0
................................................. TTTCAGATCCT CARATACCATAT G« « e v e e e e e e e e e e e e e et ae e e ee e ae e e taesaaeeeeneeeeeeeeeeeeeseeeeaeeeeneeeeaeeenanennannaa 24 0 4 0.25 1 0 0 0 0 0
................................................... TCAGATCCTCARAATACC AT AT G T A e e e v e e e e e e e e e e e e e e e e e e et e e et ee e et e ettt ettt ettt ettt e teesiieeaaeea 24 0 4 0.25 1 1 0 0 0 0
.................................................. T T CAGAT CCTC A AR T AC C AT . « + v e e e et e e et e e e e e e et aa e e e e e tee e eeeseeeeeaeeeeeeeeeeeeeeeeeeaeeeneeeeaaeenneennnaaaa 2l 1 4 0.25 1 0 1 0 0 0
.................................................. TTCAGAT CCTCARAATAC C AT AT A . &t i ettt et ettt e et e e et e e ettt ettt e e ettt sttt ettt e e e et ettt et et e e ie e 23 1 4 0.25 1 1 0 0 0 0
.................................................. TTCAGATCCTCAAATACCATAT G . « « v vttt et e et e e e et e e e e et ee et e e et ee st eee s et et eeeeeteeeeeaeeeeaaaananennanan 26 3 4 0.25 1 1 0 0 0 0
.................................................. TTCAGAT CCTCAA AT AC C AT AT Gl AT T v v e e e e e e e e e e e e e e e e e ae e e ee e e aee e aeeeeeneeseeeeseeeeseeeeeaeeeneeeeaeeesnaeenneaaaa 27 0 4 0.25 1 0 1 0 0 0
.................................................. TTCAGAT CCTCAARATACC AL . v v vt e e et e e e e e e e et e e et e e et e e e et e e et e e st ee et tee et eee et sttt s s eteeeaaaaeenan 20 1 4 0.25 1 0 0 0 0 1
.................................................. TTCAGAT CCTCAA AT AC C AT AT G . « + v ittt e e e e e e e e ae e et ae e et ee e tee s tee e e tae e eeeeeeeeeeeeeeeeeeeaeeeeaeeesaaeennnan26 2 4 0.25 1 1 0 0 0 0
.................................................. TTCAGATCCTCAAATACC AT AT G AL . « ¢ v o e e e et e e e e e e et e e et e e et ee e tee st te et tae et tee et et eeeeetneeetaaeenaaeannna 26 1 4 0.25 1 0 0 0 1 0
.................................................. TTCAGAT CCTCARAATACC AT AL . « & it ettt e ettt e ettt ettt e ettt e ettt e ettt e et e et e st e et ettt ettt e e ie e e 22 1 4 0.25 1 0 0 0 0 1
.................................................. TTCAGATCCTCAAATACC AT AT G T B . « « v vttt e e e e e e e e e e e e et ae et ee et eee s teee e teee e teeeeeeeeeneeeeaeeeeaeeenanennanaaa 27 3 4 0.25 1 1 0 0 0 0
.................................................. TTCAGAT CCTCAARATACC AT AT G e « « « v o e e e e e e e e e e e e ae e e e e e et ee e eee s eeee s eaeeseeeeeeeeeeeeeeeeeeeseeeeaeeesaaeennnaaa 25 1 4 0.25 1 1 0 0 0 0
.................................................. TTCAGAT CCTCRARARATACC A s & e e v et e e e et e e e e e e e e e e e e e e e et ee e eee e tee et tae e eeeeeeeeeeeeeeeeeeeeneeeeaaeeeaanenaaa 19 0 4 0.25 1 1 0 0 0 0
................................................................................................ Tl GG T GG AT T T GA R A A . i i i e e e e e et et e e e e eeaeeeeeeeseaeeseeeaneeeaneeaaaas 16 0 5 0.20 1 1 0 0 0 0
.............................................................................................. AT TTGGTGGAT TTGARA . & v e v e e et ee e tteeseneeesaeeeneeeeneesenenenannanaaa 17 0 5 0.20 1 1 0 0 0 0
............................................................................................. GAT TTGGTGGAT TTGARA .« v e e e et e e e tae s teee s aaesseaeesaaeesnaeeeenaeennaaaaa 18 0 5 0.20 1 0 0 1 0 0
............................................................................................. GAT TTGGTGGAT TTGARRA . & v v et v e e et ee e teeeeeneeeenaeeeneeeeeeeenaaeennanaaa 19 0 5 0.20 1 0 0 1 0 0
............................................................................................... T T TGGTGGAT T TGARA . o v e e e e e e ee e eee e s eeesseaeeseaaesnaaeeenanennaaanaa16 0 6 0.17 1 1 0 0 0 0
................................................................................................ T GG TGGA T T TGAR R . & v v e et eetoneeeonneesnnaeeeaaeeoneeseanasanaeannanaaal5 0 8 0.13 1 1 0 0 0 0
Anti-sense strand reads
SRR902012
M040
SRR902011 MO59 CNS
ACCCGCTTATTTGCTCACGCTTATCGGCGGCCCAGTTTACCAGGTCTCAAAAGTCTAGGAGTTTATGGTATACATAATAAACTGAAAGTCTATCTAAACCACCTAAACTTTTGAAAAGTGAATTCTTGTGAACTATGTTCAGAGATAGAGTTGCTTATAAAA female imaginal
Read # Hit |Total testis body | embryo disc
Kokkkkhkkdkkkkkkkkhkkkkkkkdkkdkrdkrkkkkr (L (OO enennn... CCCCCCCC =)Mo ))) et *hkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkxk*x**x |gsize Mismatch Count Norm |Total
..................................... TACCAGGTCTC A A ARG T CTAGG A s+ v e e e et e e e et e e e e e e et e e e e e e et e e et e e et e e et e e e e te et tee e st st et e et st st e see e 23 0 6 0.50 3 3 0 0
.................................................. AAGT CTAGGAG T T TAT GG T AT AC AT « « e v e e e e e e e e e e e e e e e ee e e ee e aee e aaeeeeeeeneeeeaeeeeaeeeeeeeeeeeeeaeeenaeeenenenaaa 25 0 4 0.25 1 0
........................ (ofele]ee]etof ol ey Ve ki Vot o) -] et ol 107 V-V N2 A 4 0.25 1 0 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
dp5 XL _grouple:8373804- |ldps 37| TGGGCGAATAAACGAGTGCGAATAGCCGCCGGGTCAAATGGTCCAGAGTTITCAGATCCTCAAATACCATATGTATTATTTGACTTTCAGATAGATETGETCCATTTCAAAACTTTTCACTTAAGAACACTTGATACAAGTCTCTATCTCAACGAATATTTT

8373965 -

droPer?2|scaffold 13:188241-

188357 +

TGGGCGAATAAACGANTICGAATAGCCGGGTCAAATGGT Cl{AGAGHTITCAGATCCTCAAATACCATATGT AT TAT TTGAIT T TCANA TEGA TG G A T T G A A A A C T T T T C A
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:8373804-8373965
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_37.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:8373893-8373915
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps-mir-2517a-2.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:8378088-8378110
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps-mir-2517a-3.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:8380490-8380512
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps-mir-2517a-1.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=Unknown_singleton_1920:1615-1637
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_37.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:8373854-8373869
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_245.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:8374602-8374617
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps-mir-2517a-2.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:8378049-8378064
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps-mir-2517a-3.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:8380451-8380466
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps-mir-2517a-1.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=Unknown_singleton_1920:1661-1676
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1e:8373804-8373965
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_37.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_13:188241-188357
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[View on UCSC Genome Browser {Cornell Mirror}]

dps 2346 Unknown_singleton 294:18519-18586 - |candidate-rescued | Mirtron |intron

Legend: mature star [(18) BT BT Ti Tl _

Predicted structure

Small RNA-seq Read Density Read size distribution

Condition-specificity Conservation
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18600 18550 18500 o | | I | | é\qf (é‘i‘ &@' v - .
Genomic Position 19 20 o1 oo 03 & N I I |
Size Condition 18600 18550 18500
Genomic Position
Hairpin partition - Sense -~ Antisense Mature
Hairpin partition Mature
dps_2346_annot [-18.0]
Show Alternate Folds H
Flybase annnotation
intron [Dpse\GA22194-in]; CDS [Dpse\GA22194-cds]; CDS [Dpse\GA22194-cds]
No Repeatable elements found
mature star
1. dps_455 2:10181426-10181447 +
2. dps_2346 Unknown singleton 294:18519-18540 -
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M040
GSM444067 MO59  GSM343916 M062 V112
TGAAGGTCGAGCGTGCCAGGCGCAATTACACTCAGTTCCAGGAAGAGCAGGTGGGTGCACCAGCACATTAAACATATAAATCTATATATATCTATAGCAGTGTGCTTGTATACCCCAGACAACCAAGACACAGTCGTCCACTCTGATCCCCATCAATCGATTGACCAT female
Read # Hit |Total body head embryo embryo head male
dedokd ok ok ok ok ok ok ke ok ok ok ok ke ok ke ke ke k(. (. (OO e e e e e e (CC(C. e .. 1))))S)))))))) L)) L)) ))) .. kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkx** gjze Mismatch Count Norm Total body
................................................................................................ GCAGTGTGCTTGTATACCCCAG e &+t e e et e e te e e e e ee e eee e eneeaeneenennena. 22 0 2 136.00272 131 45 33 33 22 8
................................................................................................ GCAGTGTGCTTGTATACCCC . ¢ v v e et e e e ee e et e eeeeaenaenacnaeneeaeeneeaeeaaa 20 0 2 9.00 18 12 2 1 0 2 1
................................................................................................ GCAGTGTGCTTGTATACCCCA ¢t vt ettt e et et e e e ee e e ee et eaeeaeeneea. 2l 0 2 8§.50 17 12 1 3 0 1 0
................................................................................................ GCAGTGTGCTTGTATACCC . e v e e et et et e et e eaaenaenaenacneenaenneneeneeaaa 19 0 2 7.00 14 4 4 0 0 6 0
................................................................................................ GCAGTGTGCTTGTATACCCCAGH . « ¢ ottt ittt e i et e i 231 2 5.00 10 5 1 2 1 1 0
................................................................................................. CAGTGTGCTTGTATACCCCAG . « ¢ v e e et et e tae e e eaeeaenaenaenaenneneeneenaeas 2l 0 2 3.50 7 7 0 0 0 0 0
............................................................................................... AGCAGTGTGCTTGTATACCCCAG . « + « v e et ettt e e e et et e ee e eeeee e eaeeneeaeenaea. 23 0 2 2.00 4 2 2 0 0 0 0
................................................................................................. CAGTGTGCTTGTATACCCCAGH . -« ottt e e e it i e 221 2 1.50 3 1 0 1 0 1 0
................................................................................................ GCAGTGTGCTTGTATACCCCAR. - ¢ o vt i ottt it ittt ittt e et et ee e 22 1 2 1.50 3 0 0 3 0 0 0
................................................................................................ GCAGTGTGCTTGTATACCCCAGE . « « vt vttt ettt it ettt et e i e e 231 2 1.00 2 1 0 0 1 0 0
................................................................................................ GCAGTGTGCTTGTATACCCCAGA . « « o et e et et te e e e teeeeeeeneeaeenetaeeneeaenaenas 23 0 2 1.00 2 2 0 0 0 0 0
.................................................................................................. AGTGTGCTTGTATACCCCAG . « + ¢ e e e et a e et et ta e e eaanaanaenaeneeneeaeeaaea. 20 0 2 0.50 1 1 0 0 0 0 0
...................... CAATTACACTCAGTTCCAGGARAGAGCAG . « ¢+« « v vt ettt ettt e et e et e e e et et et et e ettt et e et e e e et e e et e et e e e e e e e et e e et e e ettt et e 280 2 0.50 1 1 0 0 0 0 0
................................................................................................. CAGTGTGCTTGTATACCCCAGH . « « vt ottt ittt ittt it et e e e e e 22 1 2 0.50 1 0 0 0 0 1 0
................................................................................................ GCAGTGTGCTTGTATACCCCAfll. . . ..o i i it e e 22 1 2 0.50 1 0 1 0 0 0 0
................................................................................................ GCAGTGTGCTTGTATACCCCAGHA . .« vttt ettt e ettt et ettt e et e 242 2 0.50 1 1 0 0 0 0 0
................................................................................................. CAGTGTGCTTGTATACCCC e« e e e et e eee e et e e e et e eaenaanaenaeneeneeaaenaeaa19 0 2 0.50 1 1 0 0 0 0 0
Anti-sense strand reads
M040
ACTTCCAGCTCGCACGGTCCGCGTTAATGTGAGTCAAGGTCCTTCTCGTCCACCCACGTGGTCGTGTAATTTGTATATTTAGATATATATAGATATCGTCACACGAACATATGGGGTCTGTTGGTTCTGTGTCAGCAGGTGAGACTAGGGGTAGT TAGCTAACTGGTA female
Read # Hit Total body
e sk e ok ok ok e ok e ok e ok ok ok e ok ok sk ek ke ke ok sk ke ke ke ke ke (. (e (OO e e e e e CCCC(a e ... 1)))))))))))) L)) L)) ) ) ) L. Kk kkkkkkkkkkkkkkkkdkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k* 5jze Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species |Coordinate ID Alignment
dp5 Unknown_singleton 294:18469- ||dps 2346|[TGAAGGTCGAGCGTGCCAGGCGCAATTACACTCAGTTCCAG-GAAGAGCAGGTGGGTGCACC--A-GCA TGT-GCTTGTA--TAC-—--CCCAGACAACCAAGACACAGTCGTCCACT-CTGATCCCCATCAATCGATTGACCAT
18636 -
droPer2|scaffold 0:10300282-10300453 |ldpe 462 |[TGAAGGTCGAGCGTGCCAGGCGCAATTACAC[ECAGTTCCAG-GAAGAGCAGGTGGGTGCACC--A-GCA TGT-GCTTGTA--TAC----CCCAGACAACCAAGACACAGTCGTCCACT-CTGATCCCEATCAATCGATTGECCAT
droWil2|scf2 1100000004902:9022539- TGAAGGTCGARCGGclaGilcciaaT TAACIC AT TCCAlY- GAG AR C A GG TN - — -B---] - L\c T rhirle- - Thiy- - - -f¥ekiaclecEaccanilaciicacTcoTecack-cTaTHCCE A TCAATCGT TClECCAT
9022701 -
droVir3|scaffold 12822:3790401-
3790564 =
droMoj3|scaffold 6540:17099574- TGAAGGTCGAGCGTGCCAGGCGCAATTAMACCARNTENCcAlY-cAlgcaGeaGGTGGGTGCACH- -\ ccA----- - - TR AL - - - - - S lelellele- -Raky- - - -ffiacecErccanilacacaciiccliccac-cTaTiicccatijaaTcclgT TcldccaT
17099735 -
droGri2|lscaffold 14906:1382895- TGAAGGTCGAGCGlgccCEcccccanSTaAlACcaGTRCCAlY-GAldcaccAGG TGl TRCACH- 8- Gl - cRelecTle- -\ak- - —-filicacEcaacianilacacal¥eci¥eccaci)-clda e cliaTcaaTcGldercccaT
1383059 -
droAna3|scaffold 13340:17149374- TGAAGGTCGAGCGEGCHEGENCEAATACACEcAGTTCCAY-GARGRARCAGG TN GHeC - A -[ecfd e ThdN- - - —ci\cageciiacllaacacacacTcGTCCACT-HTGATICCCATCAATCGATGlECCAT
17149541 -
droBipl|scf7180000396424:652032— TGAAGGTCGAGCGEGCHEGINcEArgTACACcAGTTCCAlY-cARGAGCAGGTINGIN G C - ife- G Cfd el T T - - - —clgcadecldacilaacacacacTeeTecac-lreaTiicccaTcaaTcearcldcaT
652199 -
droKikl|scf7180000302256:110322- TGAAGGTCGAGCGEGCIEGGCEEAATTACACHCAGTTCCAG-GARGAGCAGGT NS TIRNACC - -1 - - sc T rlejrle-\rhdi- - - -f¥\cacecEaccancacacacTecTCCAC-cTGATCClgaTCcAAECGATidcCAT
110486 -
droFicl|lsc£7180000453581:272813~- TGAAGGTCGAGCGTGCCAGGGEAATTACACMMCAGT THCAG-GASGAGCAGGTGGC Al C - - - - —- - -cca----INTABR- — - —— - ————_] - By vk yN i ke NciNcachicldaccancacacallrceTecacT-lreaTiicclgarcanfdecagrifdecarT
272965 +
droElel|scf7180000491280:3591270- TGAAGGTCGAGCGRGCCEGECCEAATTACACTCAGT THCAG-GAEGAGCAGGT GG CehpE ek kg - Flelek g ek g\ Chl - —Nehin ¢ - - — gy T 2 [che) ——- AL TN TN VX Nelele T -[SlC TR T A~ —1Xde- - ——CI\cacEcEaccaacaccadrcoTcilacE-cTeaTijcclaTcaaTcoaTiScCAT
] ] (] [ [
3591445 +
droRhol|scf7180000779501:61345-61505 TGAAGGTCGAGCGRGCCEGGCGCAATTACACTCAGT THCAG-GABGAGCAGGT GGG - -1 - - - —- - GTA----CACHEC----C-TG CCAGTERE AN T - — XN NN N[ el rlelelel- -\aC—- - —ClecAcEcEACCAAGACECAGTCGTCCACT-CTGATIICCCATCAATCGANTISCCAT
[ [ [
droBialllsc£7180000302075:2440004- TGAAGGTCGAGCGTGCCGGCEAARTACACTCAGT THCAG-GAGAGCAGGTGG G NECh - — - GGTCTACTCAATTCAATEEE- - - - -BTGATTATCTATGACAGACHAIEARClicHCEEA TEEEEs Nl CINIS VNS Nel /S~ NIl III Nl ETeLIer-Xii 2§16 NNV NNSIeR Cli T C[sl 2 XA
2440169 +
droTakl|scf7180000415383:115705- TGAAGGTCGAGCGTGCCAGGCGEAATTACACTCAGT THCAG-GAEGAGCAGGTGGGTHCEENE - —fy-{dile - — - — R e AcAACEEE- - - - -BaJ\GATATCTATEEEEE A ANANAETAACCTARITAREEEIE A TINEGlECINGSVNINe /SN IWelelilelg NeliTelve Nk 2 ¢ GIUNS VXIS Cli T C/I N
115865 +
droEugl|lsc£7180000409787:1235183~ TGAAGGTCGAGCGTGCCEGGCEAAT TAACTCART THCAG-GAGAGCAGGTGGC ThERRTe - -6 - Rt ——— - -TTR----l\cTCA----ATIC--- - - -EEEEE - — - — — R e C G ccGAREEE - - - - BB -BTTATTTATAACATCCCAISCOIENTGTREACREEEE A AT NE ClECINIEVNEINe /SN STelislel Nelltetiy T /N~ o¢ A N ¥F- ¥l A Cli T C/JI N
1235345 +
|dm3 lchr3r:24345661-24345822 - | |TeraceTceaccdEsccccec@an@racacTeacTTlcAc-cgcaccAGe TG TS -1 - - —--- -ca----Accca----ci¥ic----- - BEEE. — — — — — — I G TCAATIEE_ - - _BATGTTATATATEEEES FXETAT - IVl Tk - - -cRlcaceciiaccaacacfgcacTeeTccACT-CTGATRCCAATCAARCGRETIECCAT |
ldrosim2|3r:23723760-23723921 - | |TeraceTccaccd@eccdecec@an@racacTeacTTlicac-caEcaccaceTcReTEA e - - - - - -Aca----Accca----cf¥ic----- -[BEEEm - — - - — [ - G —— TCAATIREE_ _ __ _BATGTTATATATRSEES PXETAT -[ScEN el - -TXeky- - - -clecagec@accaacaclgcacreeTecacT-cTGATRCCAATCAABCGHETINECCAT |
ldrosec2|lscaffold 22:948938-949100 - | [rBaacerccaccdgccclccedgaaliracacTeacTTicacEcABeacCAGC TR TR ARE- -1 e ———- -IAca----\ccca----c-[Ac------EEEEe - —-—-—-—-—-—-—-[g-----—-—-- TCAATREE - - - - -FATGTTATATATEEEES INETINT - SlciVXTeh]- -[Xfi- — - —clecacleciiaciiracaclgcacTecTecacTcToaTc T c A coifetiNeccaT |
ldrovak3|3R:22151663-22151827 + | |TeraceTceacedgeccldcceclganitacacTeacTTicAG-cAcAGCAGG TS cC- -6 - - - - - - -Icalicc-lccca----cTiic-- - - - -EEEE. R -~~~ ———=—=—-—-———lgg--—-——-——— TCAATREE - - - - -EATGTTATATAGHEEEE e\ -pc ThNTele- -I\akl- - - —clecaclecaccancaclcacTclrccacl-creatiicclgaTcanldccariNeccaT |
droEre2|lscaffold 4820:3689926- TRaAGGTCGAGCGEGCceccagaaracaccacTTicac-calgcaccaceTCcl N - -B-RcE--—-- F\cTii-I¥¥\cccT--—-ccTT- - - - -EEEEE - — - — - — e - C R TCAATEEE- - - - -BATGCTATATATEEEEE LT\ e ThV el -1\al)- - - —clecaglecrccancacacacTecTecacT-creaTiccldaTcanccaETiNccaT
3690090 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=Unknown_singleton_294:18469-18636
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_455.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:10181426-10181447
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_2346.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=Unknown_singleton_294:18519-18540
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=Unknown_singleton_294:18469-18636
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_2346.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:10300282-10300453
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_462.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:9022539-9022701
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12822:3790401-3790564
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:17099574-17099735
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:1382895-1383059
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:17149374-17149541
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396424:652032-652199
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302256:110322-110486
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453581:272813-272965
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491280:3591270-3591445
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779501:61345-61505
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302075:2440004-2440169
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415383:115705-115865
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409787:1235183-1235345
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:24345661-24345822
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:23723760-23723921
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_22:948938-949100
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:22151663-22151827
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:3689926-3690090

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dps 3362 | XR group8:7679316-7679389 - | candidate-rescued | Mirtron | intron

DTSzl Rigmismatch in alignment _

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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7679400 7.6?9350. | 7679300 o | I I I *®
Genomic Position 19 20 21 25 | I |
Size Condition 7679400 7679350 7679300
Genomic Position
Hairpin partition - Sense -#- Antisense Mature
Hairpin partition Mature
dps_3362_annot [-8.1]
Show Alternate Folds H
Flybase annnotation
intron [Dpse\GA21329-in]; CDS [Dpse\GA21329-cds]; CDS [Dpse\GA21329-cds]
No Repeatable elements found
mature star
1. dps-mir-2572 2:11390-11411 +
2. dps_3362 XR_group8:7679368-7679389 -
Sense Strand Reads
hide 3p reads| show mid mismatch reads
SRR902012
M040
M059 V112 GSM444067 GSM343916 M062 CNS SRR902010
GAGGAACTGGCCAAACTGAACTTCCTGGAGAGTCATAGCTCTGAATTTAAGTAAGCAAGAGATCGATCCATTCAGAGAGCTCCTTAACATCATCCTAATTTCGTTTCTCTCCTGTTGATTACAGTGTAACCCGCAACTACCTCGACTGGCTCACCTCGCTACCCTGGGGCGTCA female imaginal
Read # Hit Total body embryo male head embryo head disc ovaries
Je ke ok e ok ok e ke ok e ok e ok ke ek e ok ks ke ke ke ke ke ke ke ke ko ((((CCCCCCCC (O e e (e (e e e e e 1) )) o ))) D)) u o)) ) ) i) ) ) L) )) ) L ke kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k* 5jze Mismatch Count Norm Total body
.................................................. GTAAGCAAGAGATCGATCCATT . & ¢t vttt et et et et et ettt et e e et et e et e et e et et et e et e e e e et e e ettt ettt ettt et 220 2 76.00 152 85 13 19 14 6 7 6 2
.................................................. GTAAGCAAGAGATCGATCCAT . ¢ e e e e e e e e et e et e e e e e e e e e e e e e e et et e e e e e e e e e e e ea e e e ene e eaeneeeeaaneaaeaeneeaeaeneenenenaeaa2l 0 2 12.50 25 15 1 4 0 3 1 0 1
................................................... TARGCARGAGATCGATCCATT . « vt ettt et et et et et ettt ettt et e et et e e e et e et e ettt e e ettt e et ettt e ettt ettt et 210 2 4.00 8 6 1 0 1 0 0 0 0
.................................................. GTAAGCAAGAGATCGATCCA . + ¢ o v v e et et te e te e e e e e e e e e e e e e et et et e et et et et et e e e e te et et et e et ettt 200 2 1.50 3 2 0 1 0 0 0 0 0
.................................................. Gl AAGCAAGAGAT COATCC AT . - ¢ ittt ettt ettt e et e e et e e e e et e e e e e e e e e e e e e e et 221 2 1.50 3 0 2 0 0 0 1 0 0
 AGGAACTGGCCARACTGARACTTCCTGG « + ¢ e e v et et e et et e et et et e e e e et e e et e e e e et e e e e et e et e et e e e e e e e et e et e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e 27 0 1 1.00 1 1 0 0 0 0 0 0 0
................................................... TARGCARGAGATCGATCCAT « ¢t vttt ettt te e et et et et et ettt et e e e et et e et et e e e et et e e e et e e ettt e e et 2000 2 1.00 2 0 1 1 0 0 0 0 0
.................................................. GTAAGCAAGAGATCGATCC . &+« e vt e et et te e e e e e e e e e e et e e e et et e e et e et et et et et e e e e te e ee et et et ettt 190 2 0.50 1 1 0 0 0 0 0 0 0
.................................................. GTAAGCAAGAGATCGATCCAT T . « . o ¢ ittt ittt ettt ettt ittt ettt ettt ettt et ettt e e et e et et e 231 2 0.50 1 1 0 0 0 0 0 0 0
................................................................................................................................... CGCAACTACCTCGACTGGCTCACCTCGCT .« vevvennen.. 29 0 2 0.50 1 1 0 0 0 0 0 0 0
............... CTGAACTTCCTGGAGAGTCA . ¢ o e et et ettt et ettt et et et e e et et e e a e et e e a e et e e et e e e e et e et et e et et e e e et e et et e et e e et et e e et eneeetaeneeaeaeneeaenen 20 0 2 0.50 1 1 0 0 0 0 0 0 0
.................................................... AAGCAAGAGATCGATCCATT .+« e v et e ettt et et et e e e e et ettt et e e e e e e e et e et e e e e e e e e e e e e e et 200 2 0.50 1 1 0 0 0 0 0 0 0
............. ARCTGAACTTCCTGGAGAGTC « & ¢ v v e ettt ete e e et et e ee e et et et et et e e et e e e et et e e m e et e e et et e e et e e et e e e et e e e et e e et e et te e en e neaaenenaeaeneaneaeneaa 2l 0 2 0.50 1 1 0 0 0 0 0 0 0
......................................................................................................................................................... CCTCGCTACCCTGGGGCGTCA 21 0 3 0.33 1 1 0 0 0 0 0 0 0
.................................................. Gl AAGCAAGAGAT COATIE . . - . ¢ ottt ittt ettt e e e e et e e et et et e e e e e e e e e e e e e e e e 2003 7 0.14 1 0 0 0 1 0 0 0 0
Anti-sense strand reads
SRR902011 V112
CTCCTTGACCGGTTTGACTTGAAGGACCTCTCAGTATCGAGACTTAAATTCATTCGTTCTCTAGCTAGGTAAGTCTCTCGAGGAATTGTAGTAGGATTAAAGCAAAGAGAGGACAACTAATGTCACATTGGGCGT TGATGGAGCTGACCGAGTGGAGCGATGGGACCCCGCAGT
Read # Hit |[Total testis male
Jede e ok ok e ek ok ke ek ok ke sk ke ok ke ek ke sk ke sk ok ke ek ke ek ke (OO (e e (O e (e e e e 1)) 0D ) 0D ) ) )))) it ) ) i) ))) L S Ekkkkkkk ke kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*** gjize Mismatch Count Norm Total body
.................................................................. AGGTAAGTCTCTCGAGGA + « + « v e et et e e et et e e et e e e e et e e ettt e e ettt e ettt ettt e e ettt e e, 18 0 1 1.00 1 1 0
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
dp5 XR_group8:7679266-7679439 |dps 3362 |GAGGAACTGGCCAAACTGAACTTCCTGGAGAGTCATAGCTCTGAATTTAAGTAAGCAA--—=GAGATCGATCC-——=——=———-——-——————————__________ AT-TCAGAG--AGC-TCCTTAACATCATCCTAATTTCG---—- TTTC-—--—-- TC——-——-——- TCCTGTTGATTACAGTGTAACCCGCAACTACCTCGACTGGCTCACCTCGCTACCCTGGGGCGTCA
droPer2|scaffold 48:457716-457889 |dpe 1725|GAGGAACTGRCCAAACTGAACTTCCTGGAGAGTCATAGCTCTGAATTTAAGTAAGCAA-—=-GAGATCGATCC-————————————————————————_________ AT-TCAGAG--AGC-TCCTTAACATCATCCTAATETCG----- TTTC-—--—-- TC—--—————- TCCTGTTRATTACAGTGTAACCCGCAACTACCTCGACTGGCTCACCTCGCTACCCTGGGGCGTCA
droWil2|scf2 1100000004540:869876- caflerfdcroflccanacTlanfiTTecTiicAGACECABAGC TCRGART TTAAGTAACINSNENAGE T CCATRC - —— -l - —————- e ---—-————-- ACT----CCClTR-—-—--— - - CliA A TEEEE B--------- BRcTErg T TcAcTGTACR cGecaacTACCTCGACTGGCTlgaCCTCigiTECCR T GeeaeaTA
870033 +
drovir3|lscaffold 13049:13184480- callealEcrcilccanfdiriarfiTTcliTGeAlAGTCAAGCTClEGAAT T TAACT/EACHES- - - e Tlepyem oA T TleA G T TACE ccllaacTallTI G AcTGGeTCcAcc T TEc cliTGGeGeGTCA
13184636 -
droMoj3|lscaffold 6680:14177853- callcagcTNccanfdiTcarcTTClTGGAGAGTCAAGCTCING AT T TA ACT/EAC eIk ek ok i TCcCTAT TR T TlekiAG TG ThACkcGecaAcTAlC TlEGACTGGCTACC TChRTEcCliTGeGaCcaTCA
14178018 +
droGri2|scaffold 15110:18623605- GaGGaacTeccangcreaacTrelrilcallacTeaacirclcaaTTEAAGT/EACHN- - -ReINeTCCAT RN TEeTT T T oA Gl ThiA clc cila AT affiTINGAC TGGCcTCAacc T TEccliT GGG e THA
18623765 =
droAna3|scaffold 13337:17286842- GaealdcTellccangcTGAACTTCCTGGAGAGECATAGHTClEGAET TTAACTAAGIAIY. N Tel TE i — — AR : AR BTN - B - - e N T e TR T\ T ThA G TG T[@ACCCGCAACTACCTCGACTGGCTGACCTCGCTIECCRTGGGGCGTCA
17287000 +
droBipl|lscf7180000396741:583178- cacaldcTol¥ A aldc T e T e THGARAGTCATAGHTClEGAAT T TAAGT ALCIEAINY — — et C i & i YeT.Xe! A2 -licTATTAATE- -EElcAAAREEGIA A - Iic CINEN T TINEINE VN T/ele ARV UNeIehi c ). Nellelelehi T/ NIl eleleli C/sfel » ilelelelelelelle
583336 +
droKikl|scf7180000302694:137355- GAGGACTGGCCAAECTIRACTTCCTGGAGAGTCARAGCTCTGAT TEAAGT/EACHANEN-1\CA A TCCTH TN N7 GTGTAACCCGCAACTACCTCGACTGGCTCACTCcTlEcccTeeaEaTlER
137515 -
droFicl|lscf7180000453831:157478~ GallealgcTel\cCAAACTGAACTTCCTGGAGAGECARAGCTCTGAET TTAACTAAC AT AR TCCleRyT T GiYE T/okiA Gl8lG THACCCGCAANTACCTCGACTGGCTIACCTCHC TleCCCTGGGGCGTHA
157637 -
droElel|lscf7180000491249:6906338- calleaEcTcidccaracTearcTTCCTGGAAGECARAGCTCIGA T TTAAGTAAC eIy A e — —— —— & ———————- CAT A e — TAG----TTCATR--------—-—-—-—-——————— B -AlAACTAATAIAREEEEE TCERTEGAT TECAGTGTAACCCGCAACTACCTCGACTGGC TRACIITCldc TiicclgrceaaeaTia
6906493 -
droRhol|scf7180000779964:53059- caflealdcreflccanacTeancTrecTecANACECARAGCTCTGAGT TTAACTAAC e Nk T N A e —— ——— - ———————- CAT G e — AAT----TTCTR-—-—--- - ACAACTAATA|ICEEEEEEE TccTRMENSTElAcTGTAACCCGCAACTACCTCGACTGGC TCACHTCldc THiccidrGeaaeaTiA
53215 -
droBialllscf7180000302377:2005575- GAGGAECTGRCCAAACTGAACTTCCTHGAAGECARAGCTCTGA T TTAAGTAAGCH ke e — —— —— o8- ———————- GCGTGREEEEEE e — AAT----TTC/eR--—-—-———————————————— - AlNSA CTAGCANCEEEEEEEE EccTlTErTldcAGTGTAACCCGCARNTACCTCGACTGGCTCACKT CRgTlEC CHTGGGGGTHA
2005731 +
droTakl|[scf7180000415276:125207- GAGGAECTCRCCAAACTGAACT THCTGGAGACECARAGCTCEGAET TTAACTA ALY N eIele i A e - —— —— 8- ———————- GCATATCACATCATRE--H-A-—--TCINJol- - - - - - - - - ———————————— - _EEEE —iiaSlcTTAATAINCEEEEEEE TceTriERrTlecacTeTiacccoeaaliTaccTicaCcTGGCcTCACC TCER T ccliTGeGecaTCA
125370 -
droEugl|scf7180000409472:151090- calcaliTIN ccanraCcTGAACTTCCTGANAGTCATAGC TCTGAET TTAAGT AR A e Ny N I e — —————— Ne---————-—- CAT G --TjiA----TATAGE----—-—- - B AAAACTAATA|ICEEEEEEE TcciMNERiT ThicAccTAACCCoarAliTACC THiGACTGGCTCACC TCHC TlecclTGGGGCaTlHA
151246 -
|dm3 lchr3r:19603239-19603401 - | lc2RcaacT@ccanEcTcancTTCCTGGAGAGTCATAGHT CEGART TTAACT/EA I YTV AR AT - ————- - - —---f--——- --AAT----TTINl - - - - ——————————-——— - — - -iiAACTAATAWNGCTCATACTA - - —C - [T THINT TEXIRINNS TSIV TiUNSISh ele el elelelu T Xel Tjie C/SiF:Nel THeleleleleleby T
|drosim2|[31:19253812-19253973 - lasi se2 |caBcaEct@AccancreancTTcrecacacTcABACHTCBGART TTAACTEA G XA A - ———— - 7 [ CTTTC S — --AAT----TTIXIeR--—--———-——---—---—--— - [ BN NN TN [l Yol T Noh y o ™ TRy T TEYA G TG TAACHCGCARNTACCTCGACTGGCTHACKTCcTACCHTGGGGCGTCA
droSec2|lscaffold 29:306813-306974 callcagcTccanldcTeAACT TCHTGGAGAGTCARACHTCEGAET TTA ACT/EA Gl N A A e — ————— By -—-—-—-—- AT T T G~ — AAT----TTINJOR- - —-—————————————————— BT TN E SN r(cTel Telet . Nel I Nt ok T T T THENA G TG TAACKIC GCAATACCTCGACTGGCTHACHTCGCTACCHTGGGGCGTCA
ldrovak3|[31.:20940592-20940748 + | lc2BcrBcr@ccarEcreancTrecTReaBacTcABAGCTCEGART TTAACTEA CHARTITIA R AT - - ———— - TTTTCHI_ — AAT-—--TTINJe---—---—--——--—-—--——-- T CCTTATAINCE ThRYeRT TR T TRRAG TG TAACIRAGR A AlTACCTCGACTGGC THACHTCEc TACCHTGGGGCGTHA
droEre2|[scaffold 4784:19401752- callealgcTidccanldcTeaACTTCCTGGAGAGTCARAGCTCEGAET TTAACT/EACH A/ I A N A T — ————— T CT T T G —-AAA-—--ATINB- - - - - - - - ———————— B -IRAATTAA TRUNGEEEEEEE ThCT TR T TigA G TGTAACEICGlAANTACCTCGACTGGC THACHTClC TACCHT GGGGCGTHA
19401907 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group8:7679266-7679439
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps-mir-2572.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:11390-11411
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3362.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group8:7679368-7679389
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group8:7679266-7679439
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3362.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_48:457716-457889
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_1725.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004540:869876-870033
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:13184480-13184636
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6680:14177853-14178018
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15110:18623605-18623765
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:17286842-17287000
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396741:583178-583336
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302694:137355-137515
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453831:157478-157637
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491249:6906338-6906493
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779964:53059-53215
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302377:2005575-2005731
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415276:125207-125370
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409472:151090-151246
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:19603239-19603401
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:19253812-19253973
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_862.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_29:306813-306974
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:20940592-20940748
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:19401752-19401907
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dps 9453:1639151-1639211 + |candidate-rescued | Mirtron |intron
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Predicted structure

Small RNA-seq Read Density Read size distribution
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dps_945_annot [-4.9]
Show Alternate Folds H
Flybase annnotation
intron [Dpse\fak-in]; CDS [Dpse\fak-cds]; CDS [Dpse\fak-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
SRR902012
M040
GSM444067 M062 M059 SRR902010 CNS v11i2
AGCCAGCGTCAACCAAAGCCATCATGCGACGCCGCCCACCAGCAATGAGCGTAAGTTTTTTGCTGCATTTTCTCCAAGCTCGTGCAACGTCATTGATTTTCTTTTGAGCAGCTGTCTGCGAGGACTACGTTCTTCATGTGCATATGCCGAACAAAAGTTTC female imaginal
Read # Hit |Total body head head lembryo ovaries disc male
dhkkkkhkkhhkhkhkhkhhkhkhkkhkhkhhkhhkhhkkhkhhkkhkkhhkkhkkhkkhkhkkkkhxx CCCC(e e ee et ((( (CCo22))) o)) e )))) ) Kkkkkhkkkkkkkkkkkhkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkk**x** gjze Mismatch Count Norm Total body
....................................................................................... COTCATTGAT T T T CT T T TGAGCAG . v v e ettt e te e te s eeste st eaesaeaeeneeeeenaeneea 24 0 1 39.00 39 22 13 0 1 2 1 0
........................................................................................ GTCAT TGAT T T TC T T TGAGCAG . + v v v ettt e te o teeteeeeeseesaeeeesaeeneeneeneenaaaa23 0 1 13.00 13 8 5 0 0 0 0 0
...................................................................................... ACGTCAT TGAT T T TC T T T TGAGCAG e « v v v e e et e e teeee s eesaeeeesaeeseeneenseeneeneeneaaa 25 0 1 3.00 3 3 0 0 0 0 0 0
.................................................................................... CAACGTCAT TGAT T T TC T T T TGAGCAG e & v v e et et te s teseeeeeeeeeeeesaeeneeneeneeneenaaaaa 2T 0 1 2.00 2 0 1 0 0 0 1 0
......................................................................................... TCATTGAT T T T CT T TTGAGCAG . « v v e e et ettt ettt e sttt st et st e saeseeneen 22 0 1 1.00 1 1 0 0 0 0 0 0
............................. (o7l elote]elo1o) -\ o1y eTo):V- i1 €3NP A B O 1 1.00 1 1 0 0 0 0 0 0
......................................................................................................................... GGACTACGTTCTTCATGTGC . e v vt v veeeeennnaaa 20 0 1 1.00 1 1 0 0 0 0 0 0
....... Gl C A A C C AR A G  C A T CA T G C e v v e e et e e e e e et et e e o et e e e e e e s o e ae o e asae o e asaeeesosaeeesesaeeesesaeesseseeeeseseseeeesaeeeeeseeesseseseseesasaseeseenssesesansesaaasas 20 0 1 1.00 1 1 0 0 0 0 0 0
............................................................................................. TGAT T T T C T T T TGAGCAG e + v e e e e e e e e tee s eeee s eaeseeaesseaaesnaeeenannnaa. 18 0 1 1.00 1 0 0 1 0 0 0 0
................................................................................... GCAACGTCATTGAT T T TCT T T TGAGCAG . « v v e e et ettt et teeteeeeetee st seeeneeneeneenana 28 0 1 1.00 1 0 0 0 1 0 0 0
..................................................................................... AACGTCATTGAT T T TC T T T TGAGCAG . « v v v e e e e e e s eeeeeeeeseaesseaeesaaneenanennanaaa26 0 1 1.00 1 1 0 0 0 0 0 0
Anti-sense strand reads
M040
V112
TCGGTCGCAGTTGGTTTCGGTAGTACGCTGCGGCGGGTGGTCGTTACTCGCATTCAAAAAACGACGTAAAAGAGGTTCGAGCACGTTGCAGTAACTAAAAGAAAACTCGTCGACAGACGCTCCTGATGCAAGAAGTACACGTATACGGCTTGTTTTCAAAG female
Read # Hit |Total body male
kkkhkkhkkhhkhkhhkhhkhkhkhhhkhkhhhhkhhkhhkhkhhkkhhhhkhkdhhkhkdhkd CCCCCe e e e n CCCe e o (e o ))) e ))) e )))) ) kAkkkkkkkhkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk**x*** gjze Mismatch Count Norm Total body

Show Alignment With Reads H

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment

EEE |3:1639101-1639261 + laps_945 |acccaceeTe------------ AACCAAAGC---CATCATGCGACGCCGCCCACCAGCAATGAGCGTAAGTTTT--—~—— TTG-CT-GCATTT----~ TCTCC—==—=====—=—————~ [V —— GCTC--G----- TG---CAA--CGTCAT-T---GAT--~--~ T---TTCT--TTTG----~ AGCAGCTGTCTGCGAGGACTACGTTCTTCATGTGCATATGCCGAACAAAAGTTTC |
|droper2|lscaffold 2:1816101-1816261 +|ldpe 1020|AGCCAGCGTC------------ AACCAAAGC---CATCATGCGACGCCGCCCACCAGCAATGAGCGTAAGTTTT—~——~— TTG-CT-GCATTT-~~-~~- TCTCCm== == === === —m—m— - VN — GCTC--G----~ TG---CAA--CGTCAT-T---GAT--~-~ T-=-TTCT--TTTG--—~~ AGCAGCTGTCTGCGAGGACTACGTTCTTCATGTGCATATGCCGAACAAAAGTTTC |
droWil2|lscf2 1100000004514:1283679- GCCAGEGACCAAAGMCAGECGECECCEGCAATGAEGTAGETT —————— CATETIEEIC Tl R T A T - ----—-—-- - -IWTEEATTAT TA TR VST TC T/ NS A [\CEEEEE ITTEC-TARRIIGATEEEEE ppicacieINTlccaceacTaAfcTRIcTcATG TR CATATGCCNAACAR/EAGT T TR
1283849 -
drovir3|lscaffold 12875:11833059- AcicA - -—-—-—-—-—- - - -[&F¥- - - AGCGIXHSY- - - - - -[elelelelein TIAG GINA T NNE G A ThN:NNelia c A EEEEE T -7 -cclerlele- - - - - [NV - ----—--—-——-———-————- - NN --c-—-—- TR TV EE T TAA - [ GEEECIAC TR T TR G T A TR apdiaccIN TN AR cAliTACGTTCTTCATGTRCAATGCCIIaACARldAGT T TR
11833208 +
droMoj3|lscaffold 6496:15028016- GC G A G- — - e AACCAAAGC NI C » G cc G NeaNcAA TG ARG TAA G TINEY- — - — - - WA TETGAAT----2 AT G A ARG TR - - BRI AR CATAAAREAREEEEI A B TRV e A A NS A BRI TiNA TEEEE T TR AR TR Gl TEEEE apfiacceNc TllicARcafir Al TTeTTCAlG TR CATATGCClNAACAA/EAGT T TR
15028174 -
droGri2|scaffold 15245:11681558— AcEcAl - -—-—-—----- e CAA XTI\ TC A R s CGClMANeAGCAATGAGHG TAAG TR T - - - - - - TTR- - GOy - LV C Ty - - — - — - - - ——————- GG--EEAACATTTTTIAREATEERE - -BEETGTEEeTAA - [iEAREEAINITTGCACEEE - il - AA TiLENEA A A A TC T TINE[SC CATINC G FNTIIA T/l i Cl NNl NUNelele C/VNEVAC/ NI LTe
11681718 +
droAna3|scaffold 13266:1940695- A Gl ——————————~- - - - - - - —-AGT#NAlSC - - - - - -[ElSleIeIIIT NI NLe CINeR\C T el GINelilA GGAG T TCTGG TR TIEEG - - - - CCTCTCEAATTTTCAGAT TTTCCCCREIV-CEEEE - — A e A A A CE G © CCACIIEGATT-CATEEEE Tie-RrcT--Errfe----- pecaccerciccalcrdraceriTcaTeTeealaTcccdaacanlgacldrTc
1940860 +
droBipl|scf7180000396730:2926943~ A Gl - - ————-—-—-- - - - - - - —-AGT[@NaSC - - - - - -[ElSlSIeISIIT NI NELe! CINleF\C T bV GINebiA GGAGT TCTGG T TEA - - - - GCTGTCAATTTCCAGAT TTTCCCCREIG R — - - A A A IV e cCH T AT T - [YaREEE Tie-ArcT--ErfE----- pecaccEerciccalcaldracer@iTcaTeTocallaTcccdaacanldacldrTc
2927108 +
droKikl|scf7180000302471:1581974— AGCCAGCGEC------------ &I BAcTleTARC------ GccGCCCACCEENIAATGAGHGTEAGTETE------ AGARAIRIESGAGCEEEEE ThEE- —— - ————————————- Alg-—--—----- Bcrc--G----- ienGATRTERE TCA/N- BcEEE A/ JiCTGIC THEE CiliiC R ecacilgfsciceacergrafcTATEcAdeTcliaTATGCCGAACAREAGTTC
1582135 -
droFicl|scf7180000454039:613684- AGCCAGCH--—-—-—----- iy YehiC ALNC SRR - ccGccCACHAN A ATGAGHGTEAGTTTT-- - - - - GGl T TCT - - - - CCRlAN-[6l- - TR Bably----¥Nccre- - - - - -G - -I\an—-clyriNaT -1 - NN - - T(ehy - ey T - - & T — - - ERicAchENiTcldecAGCAIrACE T TcAlcTccaTATGCCGAACAREAG T TR
613831 -
droElel|[scf7180000491201:1770649- AGCCAGCH-————-—-—-—- iy b C AL\ CCRRE - c ccccCACHAN A ATGAGHG TEAGTTTT - - - - - - GGl T T - - - - CCRTCGA T - B e - I Teelel Nt - - [N - - - TI\- - -I\an—-cjfecaT-[g- - -ffer- - - G- TTiT--TTT/e----- caciiNedTcedccaceagracr@tdcalfcTccaTaTcccoancaraacET TR
1770804 -
droRhol|lscf7180000780066:321261— AGCCAGCH------------ ey YehiC A\ SRR - ccGCCCACHAINAATGAGHGTEAGTTTT- - - - - - GGEETITEE- - - - CTRTCC/ie - EEEEEEEE GG--BEATCATCTTACKEEAREEEE CAREEANATATACAN CEAREEA C - EEEEE B-—-rEr--Eroy----- ppicaciNeTcedccaceagracrTldcallcTccaTaTcecceaacanlgacTTC
321413 +
droBial|scf7180000302143:2798240- AGCCAGCI—-—----—-—-- it ek C AL\ C[CRRE 5 C c GC CCACHAINAAATGACHG TRAG T TT[®- - —- - - CaEBTGTCE- - - -EEEE I - ---EXgeirCc--G-—--- IR TRV e T GA - I G R AINA TG AC A Cl - i - lCER AT CEEEEE SiAciENiTcdccacergTACK AT cAldcTGecaTATGCCGAACAREAGdTTC
2798388 -
droTakl|lscf7180000415379:181556- AGCCAGCH-——-—-—-—-—- iy YebiC AL\ SRR - ccccccACHAN A A TGAGHG TEAGTT TE- - - - - - G- i ee - e C TCC- -~ - ————————————— - - AT TG T TRE AR c TR A G R A TAAIN - B - BN - - cTccARIEEE - liTcEEILEICEERE pecaciENiTcedccaceagracrtecalcTccaTaTccccancarlgaGET TR
181704 -
droEugl|lscf7180000409474:2632373~ AGCCAGCH------------ iy YeiiC AL\ C SRR A c GCCCACHANAAATGAGHGTEAGTTTT-- - - - - GGTRIGITCT - - - - B Rerfjc-----—-—-—-—————- Erily- - - -eeci¥elc - - - - - - -[&- - -I\an——cjyNNaT-fe- - -[\af}-—— - A TRAIGIEECIVC R AXcaciEbiTciccaceagraerTldcalfcTccaTaTceccaacanlgacrTc
2632522 +
|dm3 lchr2or:15323935-15324087 - | l2ccc B ----------- Dy XebC AL\ - c c G cCACANAATGAGRG TEAG T TiIT - - —- - - GecaliTlEc- - - - C A S A - -EEEECACCACAINCEE A BRI B A Ve T A A/ GEEE A/ A FEEE IicTRARTIEECCCCREEEE [FelcaciTi¥\c Tldccaceagrafe T TecAlcTcecaTaATGCCGAACAREAGETTC |
ldrosim2|2r:15975683-15975833 - | RS- - - E——— Ty ey C AP\ C [ -  C G CC CACHANAA A TGAGR G TRAGT TRAT - — - - - (GCTIRANTIElS - - - - CClR I ClohilA G —— [~ —[BEEC . CCACAC/ A B » B Ve T AR NG A /YA B iiCTRANTINSCCCCR— ecacit@cTldccaccaraifgr@AtEcacrecaTaTccceaacargacrTc |
droSec2|lscaffold 1:12839940-12840091 AGCCAlCR-——-—-—-—-—- - - — - - - —--AGTafEic - - - - - -[lSlellII NI T\~ AL VNI NE A Sl CI Nl A T e TSN TIele- - - - CCRlCCClelil A R — - B CACCACACEE A R B A Ve T A A/ NGRS AI A FEEE IicTRARTIEECCCCREEE [FelcachtNc TlccaccAgrale T TdcAlcTccaTATGCCGAACAAEACETTC
ldroyak3||2R:13852461-13852609 + | [NESSACE - - -E—— DR ey 2.1 St C C G CCCACCANAAATGACRGTEAGT TRAT - - - - - - A CABCTIEle - - - - cCln 3] — [ AE- - - -pTCc- - - - - - TR~ - - - - IV A TiE - - - Nele- - B-f e Ty - - 1T - - ecacCNRCTEccAGG AT AR TR TECATGTGCATATGCCGAACAAGAGRIT TH |
droEre2|l[scaffold 4845:9522588- AcCCAlC--—--------- iy YehiC AL\C SRR cccGeccacCAlNaaTGAG G TlEAG T TRIT - - - - - - e ARSI TIele - — - — CCln B -6l - — R ------- e cleciYeY- - - - - —-Baa-—ciINa 7 -I\- - -l Nfele- - B - ¥\ Thir - -[eirfe- - —- [Felcacci¥\c TldccaceagracrtlecaldcTccaTaTceccaacanlacr T
9522735 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:1639101-1639261
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:1639101-1639261
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_945.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_2:1816101-1816261
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_1020.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004514:1283679-1283849
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:11833059-11833208
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:15028016-15028174
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:11681558-11681718
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:1940695-1940860
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396730:2926943-2927108
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302471:1581974-1582135
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454039:613684-613831
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491201:1770649-1770804
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780066:321261-321413
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302143:2798240-2798388
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415379:181556-181704
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409474:2632373-2632522
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:15323935-15324087
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:15975683-15975833
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:12839940-12840091
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:13852461-13852609
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:9522588-9522735

ID: Coordinate:

Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dps 239 4 groupl:2592769-2592836 - | candidate | Mirtron || intergenic

B R LS e gmis match in alignment _

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity
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Genomic Position 19 20 21 22 23 24 25 26 27 28 I I I
Size Condition 2592850 2592800 2592750
Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
intergenic
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR902012
M040
M062 MO59 GSM444067 GSM343916 CNS V112
CTTTTGTAGATTTTTCATATGTGAAAGTCAACGCTATTCCATGTGGTTAGGTGGGTACCTAAATATCTTAATTATAATTTTCCGTTAGGAACTTACAAAGGTATTTTTGTACCGACAGGCCTTTTCTATGGCGCTAAAAGCATAATTCTGGTGTTTGGCCTACATCTA female imaginal
Read # Hit |Total head body embryo head embryo disc male
Fdkokkddkkokkddkkokkddkkkkddkkkddkkkrrkkkr (. (CCCe - (o OO (.. ... e N I D D D D D D D D D D I D D D D I D I D D D I ))))) . . Kkkkkkkkkkkkkkkkkkkkkkkkkkkkkk****x*x gize Mismatch Count Norm Total body
.................................................. GTGGGTACCTAAATATCTTAAT « « « e e et e e ettt et e et et e e e et e e et e et e e e e e et e et e e e e et e e ettt et ettt e et ea e 22 0 1 41.00 41 15 13 5 5 1 1 1
........................................................................ TATAARTTTTCCGTTAGGARCTT . ¢ e e vt et e et et ettt e e et et e ettt e e et et et et e ettt et e 22 0 1 3.00 3 1 1 0 1 0 0 0
................................................................................................. AAGGTATTTTTGTACCGACAGH . « ¢ ot ettt ettt it ettt e et ieen .22 1 1 1.00 1 0 0 1 0 0 0 0
.................................................. GTGGGTACC T AR AT AT CT T AR . « o o ottt ettt e e e e e e e e e e e e e e 22 1 1.00 1 0 0 1 0 0 0 0
.................................................. GTGGGTACCTARATATCTTAR . « « et ettt e ettt e e e e et e e et et et et e e e e et e et e e ettt e ettt et ettt et ettt eeeieeaeneaeneea 2l 0 1 1.00 1 1 0 0 0 0 0 0
................................................... TGGGTACCTARATATCTTART « + ¢ e v e e e e et et e et e e e e e e e e e e e e e e e e e e e e e e e e e e e eaeneaeeneneeaeneeaeneneeaeneenenenneaana2l 0 1 1.00 1 0 1 0 0 0 0 0
.......................................................................... TAATTTTCCGTTAGGARCTTACARAGGT « « ¢ e v vttt te e et ee e et e ettt e et e et teeneeeaeneeaenenaeneaae 28 0 1 1.00 1 1 0 0 0 0 0 0
........................................................................ TATAATTTTCCGTTAGGAR . « « t e e ettt et et et ettt e e et et e et e e ettt e ettt e ettt e 190 1 1.00 1 0 1 0 0 0 0 0
......................................................................... ATAATTTTCCGTTAGGAACTTACARAGG - « « ¢« e v e e et e et a e e e e e ea e e eaeaeaeneeneneneneneneaeaeaeneneaeaeaas 28 0 1 1.00 1 0 1 0 0 0 0 0
......................................................................... ATAATTTTCCGTTAGGARCTTA .t ettt ettt ettt e e et e e e et e et e e e et e ettt et et 22 0 1 1.00 1 0 0 0 1 0 0 0
Anti-sense strand reads
M040
GSM343916
GAAAACATCTAAAAAGTATACACTTTCAGTTGCGATAAGGTACACCAATCCACCCATGGATTTATAGAATTAATATTAAAAGGCAATCCTTGAATGT TTCCATAAAAACATGGCTGTCCGGAAAAGATACCGCGATTTTCGTATTAAGACCACAAACCGGATGTAGAT female
Read # Hit |Total embryo body
Jedk ok ok ek ok k ek k ok ke k (. (CCCe e (e (O ... .. T D D D D D D R D D D D I D D D D I D I D D D I ))))) . kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*kk** 5jze Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldps l4_group1:2592718-2592886 -|dps 239 |[CTTTTGTAGATTTTTCATATGTGAAAGTCAACGCTATTCCATGTGGTTAGETCECTACCTAAA-TATCTTAATTATAATTTTCCGTT---AGGAACTTA-—~—————————~- CA-———————m—m - A-AG--GTA--TTTTTGT----- ACCGACAGGCCTTTTCTATGGCGCTAAAAGCATAATTCTGGTGTTTGGCCTACATCTAT
droPer2|scaffold 5:2613064-2613232|ldpe 2487 [CTTTTGTAGATTTTTCATATGTGAAAGTCAACGCATTCCATGTGGTTAGGTGGGTACCTAAA-TATCTTAATTATAAT TTTCCGTT—-~AGGAACTTA-———————————— CA-—————m—m - A-AG--GTA--TTTTTGT----- ACEEACAGCCCTTTTCTATGGCGCTAAAAGCATAATTCTGGTGTTTGGCIATACATCTAT
+
drovir3|lscaffold 12963:4588916- e T Cl8cAAAGTEAACGCEAT TCCATGTGGT TAGE T R TR C e e A e TN TN A et T T — — — A AR C T TR e e - — — — - AFATTGATE S TATTEEEEE -ERy - -ErART TT T TRT - - - - - EETECAG I c TTlgTcTATGGCoT A A eI TEA TIC THG TIT TG CHC T
4589061 -
droMoj3|scaffold 6500:8495806- e cecAAAGTEAACCCRATTCHA TG TGGT TAGE T NG TACKHT[EAA-TATCT G- - -1\l - - B TCGTTTTRANTTAATEEEEEE e -c-frccacTT-ach---EFEEEE TTT TG clen MG TIFNelelse TiF:NAG GlelT CIi TINiA Ti¥elehi A illele T/ehiG T T C TG -
8495947 -
droKikl|lscf7180000302235:132561— e T G T GAAAGT CAACGCE AT A TG T GG T TG e T NG T A CC T A e N T T gt T TLY g ARG A AR TR - — - — - — - — - — - - TCCTHTTATE EATEASNEERTIl. S liC - -[NEGACTTTTTTT T 9. Cle TSl ci TINNeee T TN i ciiciNic/NeeNeiktyele T/ehN - — - — - - - -|
132702 -
droFicl|lscf7180000453316:79293~ T T T G AAAGT CAACGCLA ST CCATG T GG T TlgG G T G T T A A A e T T Iy T T — -~ AGGAA T - —-——-—- TTARTGTTAEESECTATTAATTALE T-EREAITT-Alic- - -EEEEE SChIAGGHC T TETCTATGGCIENeA AEGINST AA TISC TGG TG T T TGGHC T2
79433 +
droElel|scf7180000491046:1482269- et T C T GAAAGT CAACGCRART CCATGTGGT T T TACCINA A AlCTeC (e CHTT---[edcanci - ----------- aalcTcTHTACTEE S EATEA N TEES - Glila ICAGGHC T TETETATGGChieA AldeGET A A TC TGG TG T T TGGCC T ———
1482406 +
droBial|scf7180000302261:1570768- e T G T GAAAGT CAACGC LA BT CCATGTGG T TlgG G TG G Ty X A N NN N T ettt i T T — — — ALNG AR — — — —ef&l- - —— - GalcTaaTEEEEEEEEEEES -a-ETAANTT-ACIBEIEEEEE RS EICACGHCTET cTARGG e AldeGEdTEA TlC TGE TE T TG G CC T R———
1570902 -
droTakl|lscf7180000412373:124394— T G T GAAAGT CAACGCRARTCCATCTGGT T E TERC TN TN A Al el /A T/XE (- — - il - ——— - TTTTTTRGATTAAEETATTEATHANE T TR - (AT - - - - - - -ATTTALNTT TG \leT/Siic GiiTi¥Nelele T T CINAG Glec Ciy:NNiuciVelehehl keleleloty - - - - - - - -
124534 +
droSec2|lscaffold 3:1292333-1292466 T G T GAAAGT CAACGCEARITCCA TG TGO T Tlgc T R Thleh e A A eeTe T R CF T T — - - AGGAACITA - - — - — - — - ————— CA-—-—-—-- TATADATEATA-TTAANNTT-A-----FEEEE [ TECACGHCT TETEIT A TG G Chffen Ale Gl TA A T(BIC TGG TG T T TGGCC T
+
droYak3|[2L:15139031-15139160 + I |t T G T GAAAGT CAACGCHART CCATGT GG T Tlgc C T T A A A — T A T e ittt T - - — ALeln I - - - - - - ———---- - TATAA T e A-TTTATT-Ajl- - -FEEE B EICAGCHC TTETIA T A TG o Chilen Al S T A A TIEIC TGG TG T T T GCHC T
Generated: 09/08/2015 at 08:16 PM
PASS/FAIL
crit.star 0
crit.loop 0
crit.mor 0
crit.half 0
crit.total 1
crit.pairing 1
crit.top3 1
crit.tptop3 1
crit.uri 0
crit.back 1
rescue.total 1
rescue.dominant 1
rescue.known 0
rescue.confident 0
rescue.candidate 2



http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group1:2592719-2592886
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group1:2592718-2592886
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_239.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_5:2613064-2613232
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2487.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:4588916-4589061
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:8495806-8495947
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302235:132561-132702
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453316:79293-79433
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491046:1482269-1482406
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302261:1570768-1570902
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000412373:124394-124534
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_3:1292333-1292466
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:15139031-15139160

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dps_934/3:1434758-1434811 + | candidate | Mirtron | 3pUTR

Legend: mature star [0 e (BTRTIT TS _

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position 29 & < ¥ I | |
Size Condition 1,434,750 1,434,800 1,434,850
Genomic Position
Hairpin partition -e- Sense - Antisense Mature
Hairpin partition Mature
dps_934_annot [-12.4]
Show Alternate Folds “
Flybase annnotation
utr3 [utr3 plus_1797]; intron [Dpse\GA24631-in]; CDS [Dpse\GA24631-cds]; CDS [Dpse\GA24631-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M040
V112 SRR902011 M022 MO59 GSM444067
GCGTCCCAAACGGCTGACCGCTCTGACTGAGAACACAGATGATTCCCAAGGTGAGT TGTGCTGTGGGCCAAAGGAGACCAAGACTCACCTTGCACTCTCCCCAGATGCCCCCGACGTCACGGCAGAGTCCTCGGGCCGCCARAGTGCGCGGTTG female
Read # Hit |Total body male| testis male/embryo head
kkkkhkhkhhhkhkhhkhkhhkhkhhhhkhhhhhhhhhhkkhhhhhhkkhhkkhhhkhkkkx CCC- (.. e COCCe - (e e 1))) . )))))))) ) ) Khkkdkhkhkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkk*kk*** gjze Mismatch Count Norm Total body body
.................................................. GTGAGTTGTGCTGTGGGECCA 1 - - o o o s e e e it aaaaaeaatatoeaaaaaaeaatasoaaaaaaaaaataaaaaaaaaaciacaaaaaaaaan-u---20 o 1 4.00 4 0 0 3 0 1 0
.................................................. ey Nehii el eloh ek ele]eTole). VNN APUPR~ R 1 4.00 4 0 1 3 0 0 0
.................................................. GTGAGT TGTGCTGTGGGCC - + ¢« « e e e e e e ettt e e ee e e e ae ta e e e e eaeenetaseeeaeeaseneeaeoaeaeenseneeaeaaenaenneaaaa19 0 1 4.00 4 0 1 2 0 1 0
.................................................. ey Nehi ek elok ek eleleTolo)- V.V PR3 S 1 1.00 1 0 1 0 0 0 0
elolelifololof-V.V-Nolelelodie)-Nololelol Lo Je-Vo - [N PP 28 1 2 0.50 1 0 0 0 0 1 0
.............. TGACCGCTCTGACTGAGAACACAGATG . + ¢ v e e et e et et et e et et e ettt et et e e e e e e et e e e e e e et e e e e e e et e e e e e e et e et et ittt et 2T 0 2 0.50 1 0 0 1 0 0 0
Anti-sense strand reads
M040
V112 GSM343916 M022 GSM444067 SRR902010
CGCAGGGTTTGCCGACTGGCGAGACTGACTCTTGTGTCTACTAAGGGTTCCACTCAACACGACACCCGGTTTCCTCTGGTTCTGAGTGGAACGTGAGAGGGGTCTACGGGGGCTGCAGTGCCGTCTCAGGAGCCCGGCGGTTTCACGCGCCAAC female
Read # Hit Total body male embryo male head ovaries
kkkkkhkhkhhhkhhkhhhhkhhhkhkhhkhhhhhkhhkhkkhhhhhhkkhhkhhhkhhhkhx CCC- (.. e COCCe - (e 1))) .. )))))))) ) ) Khkkdkhkhkkkkkkkkkkhkkhkkkkhkkhkkkkkkkkkkkkkkkkkk*kk*** gjze Mismatch Count Norm Total body body
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
EEE |3:1434708-1434861 + ldps_934 [[6GCGTCCCAAACGGCTGACCGCTCTGACTGAGAACACAGATGATTCCCAAGGTGAGTT-—==- GTGCTG-TGGGC-C--—-— AAAGGA——-——————————————————— GACCAA---GA-CTCACC-————-——-—————— TTG--—-- CACTCTCCCCAGATGCCCCCGACGTCACGGCA-————————————————————————— GAG---TCCTCGGGCCGCCAAAGTGCGCGGTTG |
ldroper2|lscaffold 2:1608114-1608267 +[ldpe 2485[GCGTCCCAAACGGCTGACCGCTCTGACTGAGAACACAGATGATTCCCAAGGTGAGTT-—~—- GTGCTG-TGGGC-C——--— e ———a“Aaad GACCAA---GA-CTCACC-———-—————————~- TTG----- CACTCTCCCCAGATGCCCCCGACGTCACGGCA==——====—==—==—————————————— GAG---TCCTCGGGCCGCCAAAGTGCGCGGTTG |
droWil2|scf2 1100000004513:2801067- S NSII NG e TN NS T T8 ASilA T[S ClNAINNS G A GCIMNSNA AGT - - - [EElerNEAREEEE A A [6l6A A RINT T T[S TRbtt —--AACAAATTCCACTREEEEEEEAAAA - - - - - - P GIHGITAATAREEREEEA 2 T T - - - EEEE -- A GATTTAT[ECA R AGA Tl T e C T oA TS G e GalY- - - TiciXicildccccalgacTeeecdTa
2801223 +
drovir3|scaffold 12875:1586889- cccllcccanlgecic Teaccicec TilEeG AMNEA NG C A R e C C TNAG T T -~~~ = e A A A TTE A T T A B G T ciycler---a-cTcapgy------—-—--—-—- TTG----- delsclsdiclecacrlciXegiccldficlecec e - - - - - - - - - - - GAG---gicTciXdNYeccccalgacdeciicclTc
1587036 -
droMoj3|scaffold 6496:4698604- [Ele cHIINNCHE T TGN G TS Tl A NI Ne I T GATEGCON- - —- - - TEemaANAIIGTGAAANTAAARATCEARAGT R GINNATETEREITCCATGCREEEEE T R i 7, - — — Rt O — — — — —— —— — ATATH- - -EEEE --Ac-[iAnATINEC A CHEGE A N e C S e A T TCCAGGTECEACACHEADNCINEC/e T/ele cliive
4698759 -
droGri2|lscaffold 15245:9414646- FCGTCCAACGCTCECETGTGAc@AGGAmGGTGAGT ————— Eeannlan - TTHEAARAR - - - A AACTAAAATAREEEEEE CTC------EEn - ETeINA A TRA CTGATCCAT TREIRNEC GRERIGNGIT C/de T/8 T Nele A T{el G e T ole C B r e T A G C e GAG---TCITCcGlaNecGCccalgacldcciicGletTh
9414813 +
droAna3|scaffold 13266:3379784- ccalgeccanncciletialdciicTereafircackriaNecAT A e clicAAGETIAGT/S- - - - - TilCTGCRCE TR TG T AR - - - T CC R c-—-—- B TRTCTCTACEAREEEEE. TCCTR- - - R ekl rifec c AR cileeclEc A i\ iV - - - - - - - - - - el - - Techcleciddccccalerifecci¥\G Gl
3379934 +
droBipl|scf7180000396427:1846735- cealgcccanacee Tiaggiclac TeAscAGEA CNecAldcAdclicAAGETIAGT Y- - - Brekfec-Tecey-g----- GINAT/ETEEA TGCGGC TR - - — -Gl - T - - - TTACE AREEEE TCCGR- - -REEE --TCTHTAINA CAET A A S A N A e 2 A S e e A TEERLIele » Slele T 2 SeldSINGINE C/efe A A lele A i T]
1846889 +
droKikl|scf7180000302640:268567— ceadeccanfdeciicridiicciic e TolgecacEacaNec Aldc A il dcETCAGTI:- - TCATCCHCE- - B -t i - — — — === === —=—=————————— i — i i — — — — — = = == — === == - —--- - - - --—-clNeTcEcrrBCcINdeECTGAEARCAGTACTGACTTCCGACAATCGTCAGCCAINCEEEINE Gilea A C THEAFNGINEC AR T e
268711 +
droFicl|scf7180000453955:106246— cealdcccaaacciicrEacciiclircleclcacErildticAldc AN clerdceTeacTi:- —-—- TGCAGCRIEAT - B - EEEEGINNATCTREEA CCGAGCREEEEE TCREEe - - — - - B — G- - - GTAREEEEE AcaccilecaTTCTI TN T T TSNE Tilele T(ele Gl NS A C A Nl elels C R e ANCEERLNSIsINe C A CGT TNV CCler T{dleechic]
106407 -
droElel|scf7180000491265:302934- ccalgeccanlgececroaldciic TiircleccacErilaNec A AldTCClerAGETCAGTI:- - - - TCTRileRECCcCARETGGRGH- - -[EaANTCTTCCGTGCREREEE GAGT----- BN GEscHcGATEAREEEEEEACCAN- - - EEEE el ceb TN chicEEN G clicclcaciNEcacm - -~ - - - -~ - ———-—-———————————— - - BN - - - - —[EcTldedscciNecleTfelsecciia)
303083 +
droRhol|lscf7180000779390:20784-20936 cealgeccanlgeciicreaEcicreralecTeaGEr NG Aldc AT CClgrldcETCAGTI:- - - TiicEiETccacARTGA A - — - ClE e C C R e - - - e cladcapiciy-B- - - - —- -y - e - - - - --TCTATT T TN Clleee A & N~ C o N elele C e [Xele- - - Tiic TeaaldccoecerNGificcGETE
+
droBial|scf7180000302292:2983537- ceadeccanfgeciic ridicciicldc Tldclc AN e G Aldc A cler N e TCAGTI:- — - - TACTGERICTEGCGGACHGACINIECEEEEEEA CC TREEE TR --—-GGCTAA-CACAINTGCEAREEEEE ATG T - - - R BT CgicAcreljccclgeaci¥dcacecfd- - - - - - - - - - oo - aldraccaenScacT/dea colYec/derdeeciic]
2983702 -
droTakl|lscf7180000411052:20260-20423 cealgeccaalgeciicrlEaccicldc TcleccacErifdNecaTc A cer Al e TeACTI:- - —- ThicEaEccaeEARGECE - - -AfcaceaccacCTREEEEEEE TCCT- - - - - -EEE- Ao Clea CECEEEEEEE cceTh- - -EEEE e clsiliccacreciiccleaci¥ecacelicd- - - - - - - - - - - @ Nelerccrci¥gicccecaleacccijcccEre
droEugl|scf7180000409672:5175967- A[dJe claINACsenshic T/ A8A Tie Gl C/ERNE GiYr c A GIERCldNC A S c G ClelEhia N TiiA REEEE TilécacgacTa-BraTtRcE---c@dracarcaararcaracafaaca--- - - -EEE- TEANSCATCETEEEEEEE ATCTH- - -EEEE BN G ccecldeacetireecfd- - - - - - - - - afe- - -rcerciciiccciicargcEcificciyeTe
5176134 +
|dm3 lchror:3166497-3166661 + | |ccccccanEecRerf@accicicTcEclca AN Tc AR ccErEceTeAC T - - - —— TCCTGERCCATTRTTARAN - - - ACATTAACGACCT ., ,, cA------[Eae -G ccTC T — ATATH- - - B Te iR EeA GG clicccacacacceCg-—— - -~ - = ——— - - AAI¥XTACETCcccccclicarac@AchCGGETE |
ldrosim2]2r:3991942-3992106 + | |cccldcccanlgecierfdacclicie T clEccaclen XA T ARSC ClEA g ETCACTI- == == TCCTGERCCATTRTTARAR- - - ABCGTTAACGACCE 1 cT------. B2 -cEcEYe-E------- ATATH- - - B B Tel e clFNc cliccilcacccacced- - - - - - - - - — - AlAcancaldcifslde e TN e C AldT/elelechic |
HF8y&ks|EES 52 SEa8eZ T
droEre2|scaffold 4929:19427227- [elele CRIIINACIJlE A Sl CINSIe T8 n SN e C e T A G AINNENG C I8 GIGE eI NE A BEEE A cC TGER CEA TR T TAR TR - - - TECTTAAAAGGAAREEEEEEEIA ACT - - - - - - BRI TClC T T TR GEEEEEE ATATH- - -EEEE - - T T T T TINEC A A S T/Se A N~ C o NS elele e e afe- - -rcfgrcilcldcccjcarlgciciicccErE
19427388 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:1434708-1434861
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:1434708-1434861
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_934.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_2:1608114-1608267
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2485.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004513:2801067-2801223
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:1586889-1587036
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:4698604-4698759
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:9414646-9414813
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:3379784-3379934
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396427:1846735-1846889
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302640:268567-268711
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453955:106246-106407
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491265:302934-303083
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779390:20784-20936
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302292:2983537-2983702
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000411052:20260-20423
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409672:5175967-5176134
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:3166497-3166661
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:3991942-3992106
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:810665-810829
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2L:15851445-15851594
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:19427227-19427388
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Genomic Position
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Show Alternate Folds H
Flybase annnotation
intron [Dpse\GA13067-in]; CDS [Dpse\GA13067-cds]; CDS [Dpse\GA13067-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M040
V112 MO59 SRR902011 GSM444067 GSM343916 M062
CAAAATTCAGACGCTCAAGTCCCAGAACACAATGGCCCAGGCAATGAAAGGTGGGTGGGAATGGGTTGGGAATGCCGTCGTTCGCTGATTCACTTTCTGTAATCTTGGAATTTTCCCTATTTTTAGGTGTCACCAAGGCCATGCAGAACATGAACCGCCAGCTGAATCTCCCACAA female
Read # Hit |Total body male embryo testis head embryo head
kkhkhkkkhkhkkkhkhkkhkkhkhkhkkhkhkhkkhkhkhkhkhkhkhkkkhkhkkkhkhkkhkkhkhkhkkhkhkkkkkk khkkhkhkkkhkhkhkkhkhkhkkhkhkhkhkkhkhkhkkhkhkhkkhkhkhkhkhkhkhkkhkhkhkkhkhkhkkhkhkhkhkhkhkhkkhkhkhkhkkhkhkhkkhkkhkhkhkkhkhkkkhkhkkkkkk i i
...... COCCCCCCCEEEEEEECC--- ) ) ... size Mismatch Count Norm Total body
.................................................. el et e]eli e ele). VNl ele] e il cle] I PP~ B ¢ 1 34.00 34 23 7 1 0 1 1 1
................................................... TGGGTGGGAATGGEGTTGGG - + « « ¢ = o« s o e e s s e oo s as o e sansosasonsesassosasoeessasensasonensaesesasonaeasassosaroaeesaseasasoaensanssna-=19 0 1 5.00 5 2 0 1 0 2 0 0
.................................................. el te]eli e ete). VNl ele] e giulcle NN AP I BN ¢ 1 4.00 4 4 0 0 0 0 0 0
............................................................................................................................................... CAGAACATGAACCGCCAGC .« o vvvvnen.en.. 19 0 1 2.00 2 0 0 0 2 0 0 0
................................................................................................................................ GTCACCAAGGCCATGCAGAACAT . o v vt v e eeeneeeenennenen.e 23 0 1 1.00 1 1 0 0 0 0 0 0
................................................................................. TCGCTGATTCACTTTCTGTA « -+« e e e e et e e e e et e et e e e e ea e e eeen e e eaeneaaeneaaeaeneeaenenneaenneaan. 20 0 1 1.00 1 1 0 0 0 0 0 0
........ -NeFNoeloki o). V-Ne ol ot el- YT V.Xo PR~ X 0 N ¢ 1 1.00 1 1 0 0 0 0 0 0
.......................................................................................................................................... CCATGCAGAACATGAACCGCCAGCTG. v vvvvu.en.. 26 0 1 1.00 1 1 0 0 0 0 0 0
.......................................................................................................................................... CCATGCAGAACATGAACCGC. o« vveenevnenen.. 20 0 1 1.00 1 0 0 0 1 0 0 0
................................................................................................................................................. GAACATGAACCGCCAGCTGAAT......... 22 O 1 1.00 1 1 0 0 0 0 0 0
......................... ARACACAATGGCCCAGGCARTGARR . & « & e e e e et e et e et e e e e e e e et e e e e e e e e et e e e e e e e e e e e et e ea e e e e e e e e e e e ee e e e e e eeeneaaeneeeeaeneaaeaenneaenneaenenaea24 O 1 1.00 1 1 0 0 0 0 0 0
.................... CCCAGAACACAATGGCCCAGGC .+ « + « e e et e e et et e e et e e et e e e e e e e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e 220 1 1.00 1 1 0 0 0 0 0 0
N i oF- el e elodi o).V-Ne L o] o o). NPuN PP 21 0 1 1.00 1 1 0 0 0 0 0 0
NN F-Ne o] eloli o0V : o] o NN P 210 1 1.00 1 1 0 0 0 0 0 0
.................................. GCCCAGGCART GARRGGT « « ¢« t e e e e et e e et et e e et e e et et e e et et et et e e et et et et e e et e e e et e e et e et ettt 180 1 1.00 1 1 0 0 0 0 0 0
............................................................................................................................................. TGCAGAACATGAACCGCCA. « o vvveennenen. 19 0 1 1.00 1 1 0 0 0 0 0 0
........................................................................................................................................... CATGCAGAACATGAACCGCCAGCTGAAT......... 28 0 1 1.00 1 1 0 0 0 0 0 0
....... CAGACGCTCAAGTCCCAGAACACAATGG . « « v e e v et e e et et e et et e ettt et e e et ettt et ettt e e et et e et e e e e e e e et e e et ettt e et e e e et e e e e e e e e e e e e e e, 280 1 1.00 1 1 0 0 0 0 0 0
..................................................... elelielelel N N elelel i etele] <. PR N S 2 0.05 1 0 1 0 0 0 0 0
Anti-sense strand reads
M040
V112 SRR902011 M022 MO59  GSM343916
GTTTTAAGTCTGCGAGTTCAGGGTCTTGTGTTACCGGGTCCGTTACTTTCCACCCACCCTTACCCAACCCTTACGGCAGCAAGCGACTAAGTGAAAGACATTAGAACCTTAAAAGGGATAAAAATCCACAGTGGTTCCGGTACGTCTTGTACT TGGCGGTCGACT TAGAGGGTGTT female
Read # Hit |Total male body testis male embryo embryo
khkkhkkkhkhkhkhkhkhkhkhkhkhkhkhkhhkhkhkhkhhkhkhkhhhkhkhhhkhkhkhhhkhkhhhkhkhkhhhkhkhhhkhkhkhhhkhkhhhkhkhkhhkhkhkhhhkkhhkx ((((((((((((((((((. .. .))))) .)))))))) .))))) L. Kk kkkkkkkkkhkhkhkhkhkhkhkhkhkhkhhhhhhhhhhhhkhkhkhkhkhkkkkkkkkkkkkkx*x gize Mismatch Count Norm |Total bOdy body
............. &F el i oFNeteled ol et el b X PP N 1 2.00 2 0 0 2 0 0 0
........................................................................................................................................................... GCGGTCGACTTAGAGGGTGT. 20 0 1 1.00 1 0 1 0 0 0 0
.................... eleleli o et e - Nol e cle] ) PO PP - B 1 1.00 1 1 0 0 0 0 0
........ B Ol eleT ey Ne L il oFNete e o2 L PP R 1 1.00 1 1 0 0 0 0 0
................ iy NeTeleli ol e e i -\ o] o AU - B 1 1.00 1 0 1 0 0 0 0
....................... TCTTGT GTTACCGGGTCCGTT - + - <« e e o e e s et o s s o e ea s aasoeas o e s aneeeasonensasseeasassosasoneesaseeeasonensasenaasoeessasseaasoaeesarseeasaaensancaansoansaas-a2l 0 1 1.00 1 0 1 0 0 0 0
.................. oFNeteleli ol el el .Y o] o] cle] e APPSR 1 1.00 1 1 0 0 0 0 0
................................................................................................................................ CAGTGGTTCCGGTACGTCTTG . « ¢ e s s ceeoeancecnsaannaa-a2l 0 1 1.00 1 1 0 0 0 0 0
................................................................................................................................................... TGTACTTGGCGGTCGACTTA. . ....... 20 0 1 1.00 1 0 1 0 0 0 0
........... TN ehidioy NeTelehi ok e e D R 1 1.00 1 1 0 0 0 0 0
........... eloleyNed i Joy-NeTelek okl e el PSR R 1 1.00 1 1 0 0 0 0 0
.............................................................................................................................................. CGTCTTGTACTTGGCGGTCGA. . oo vvvn.e... 21 0 1 1.00 1 0 1 0 0 0 0
........... eloleyNe i Joy-NeTelek ol e e TN PRSP - B 1 1.00 1 0 0 1 0 0 0
...... el ok el ole) et o) N e e cliul ol i AP~ A ¢ 1 1.00 1 1 0 0 0 0 0
........................................................................................................................................................... GCGGTCGACTTAGAGGGTG.. 19 0 1 1.00 1 1 0 0 0 0 0
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species | Coordinate ID Alignment
ldps |2:19161329-19161504 - ldps_660 |CAAAATTCAGACGCTCAAGTCCCAGAACACAATGGCCCAGGCAATGAAAGETGGETG-————==--——-—=- GGAATGGGTTGGG-AATGCCGT-—-—-——— C-GTHCECTCATTCACT- == FTCT-GTAATCTTGGAATTTTCCCT--ATTTTTAGGTGTCACCAAGGCCATGCAGAACATGAACCGCCAGCTGAATCTCCCACAA |
|droPer2|scaffold 3:1906604-1906779 - |dpe 1364 ||CAAAATTCAGACGCTCAAGTCCCAGAACACAATGGCCCAGGCAATGAAAGGTGEETG-———~————————"- GGAATGGCLMGGG-AATGCCGT-—-——-—- C-GTECECTCATTCACT === FTCT=CTAATCTTGGAATTTTCCCT--ATTTTTAGGTGTCACCAAGGCCATGCAGAACATGAACCGCCAGCTGAATCTCCCACAA |
droWil2|scf2 1100000004943:15508471- GEVNN N C[SENSINGIeILi TV A [¥eISIeIN A VNCT-NGE-VNJELele o [ Neleleh VNI NNNel el Je CelicAA TCGAA TGAT TGGElE - - [lelela CiNElele TRV - - - ACEEEEEEE cijc TNECTCATTCAE- =~ \TLTNT/H N jyT - T TEXeA GG TeTlgaccanGGecATGCAGAANATGAACGlicABTGAATC TCCClgc AR
— i [ [ [
15508646 +
drovir3|scaffold 13047:5463216- aanraTicaBacceTiarlIrclicaAlaacACAATGGCCCAINGCAATGAAAGETCHAEe—— -~~~ aGe--E---¢ — - -ye- - CINEEEFCATTC A - - CIXifslc -[¢ TeCCTEAT T T TAGGTGTCACCAAGGCCATGCAGAAIATGAANCGRcAlcTGaATCTCCCliCcAA
— L] [ "Dl ] (] (] i [ [l |
5463375 +
droMoj3|scaffold 6540:15835996- AAAATECAEACGCTEAAETCECAEAACACAATGGCCCAEGCAATGAAAGGTGEGG —————————————— € - — - — - - A-[EnCEINAGE - T iR RSN N CAT T CACLY N ST NCTEI N n ThN T[S et | T .U BN T T/efelelA GGTGTCACCAAGGCCATGCAGAACATGAANCGHCcARTGAATCTCCCgcAn
15836159 +
R
droGri2|scaffold 14906:10837383- anfeaTcallacecTcanBrclicallaacacaATGGCICAGGCEATGARAAGETEEETG-—— =~~~ ——— =~~~ e]e - - [elelen GlElcle RN - [e]- |5 CREEEE c-RrrjfdercarTcaci)--- R elele TN N e el i T [ T T T/8 A GG TG TlgACEIA AGGCCATGCAGAACATGAACCGECAIcTGAATCTCCClgcAA
— [ [ [ [ [ [ [ ] (]
10837547 +
droAna3|scaffold 13340:11264935- cararTRcaachicTlaallrcccacaacacaaTeeclgcacecaTcAnEcETINGEES ClcIXSNECTCATTCAT= =/ XC T I\~ T C T[N XL I T TR YNNI r Tleler GoTeTecaccarlGecaTGeAGARANATGAACCGlgcARlCcTGAATC TCCCldcAR
— [} [ [ ] [ (]
11265093 -
droBipl|lscf7180000396691:174774~ caaaAaTcaachicrlgaallTrcccacaacacaarceclecacoclarcanlgceriledde--- - - - ————- B e CEAT — — — - — - — cilrNecTeATTCAET= =X CThENEA TC T TN R e T TR LY NS T T rder Ge TG TCACCAANGCCATGCAGAAATGAACGCCAGCTGAATCTCCCACAA
174932 -
droKik1|scf7180000302261:72210-72363 CAAAAT[ECAGACGCTCAAGTCECAGAACACAATGGCICAGGCHATGAAGETEEETG-——~—————————~ G i — — —— == - -r XS T AT TN ST == LN\ CThTel A TENe T L A R elel C C T -f T T T TTAGG8G T/§ACCAAGGCCATGCAGAACATGAACCGCCAGCTGAATCTCCClECAA
[ [} il [
droFicl|scf7180000454055:1788061- CAAAAT[ECAGACGCTCAAGTCECAGAACACAATGGCCCANGCEATGAAGETIN I —— - ————————— i — — — == == et cTTiiiTTTiEE Gl Al CIAGEiA C TEVY clele- T T TT TAGGTGTCACCAAGGCCATGCAGAACATGAACCGCCAGCTGAATCTCCCACAA
[
1788213 +
droElel|scf7180000491261:828615- CAAAAT[SCAGACGCTCAAGTCICAGAACACAATGGCICAGGCEATGANEGET N RO~~~ —————————= e - i T XX I Xe - — C - G T NCCTCATTCANT ==X F-Ni{eln T C/delchyn A QR XeR C Clé- LT T/feleln GG TG T{A CCAAGGCCATGCAAACATGAACCGCCAGCTGAATCTCCCACAA
828774 -
droRhol|lscf7180000780074:230255- [aaaaT@caGACGCTCARGTCRCAGAACACAATGGCICAGGCUATGAASCETINAGTI ————————————— e - e — — — X1 LYl NC T AT TC AN T == = H e Ty el i Tl chin AR VN CC T-piT T/feleln GG TG TI{ACCAAGGCCATGCAAACATGAACCGHCAGCTGAATCTCCClECAR
230413 +
droBialllscf7180000302113:2080981- CAAAATECAGACGCTCAAGTClECAGAACACAATGGCECAGGCEATGARECETGM - -~ -~ =~ —————— e - e - - ek sy ¥\ FACC TPAT/ECE I I\ == TeCTEIXG A C T T[Sl T Chife]- el T{eleln GG TG T CACCAAGGCCATGCAGAACATGAACCGCCAGCTGAATCTCCCECAA
2081140 +
droTakl|lscf7180000415851:298182— caaaaTEcacaceeTcaacTclgcacarmackaTceclEcaceclaTcAr e~ - - - ————— - B - - - EEECTGGGECTANACANS NI cATCAINYC CHT -t TTldA GGG TCACCAAGGCCATGCAGAACATGAACCGCCAGCTGAATCTCCCECAA
298332 -
droEugl|lscf7180000409682:733718— AAAATCAGACECTCAAGTCECAGAACACAATGGCECAGGCATGAAAGGTMTE —————————————— e - e - - - e T ST CATT CANT= =~ LXeC Tl T~ TC T TN\ AR T TRCCR- T TT A GG TG TRAClEAAGGCCATGCAGAAMATGAACCGCCAGCTGAATCTCCCACAA
733876 -
lam3 llchr3R:21878902-21879061 + I |caaaarTcacacceTcancTclgcacaacacaaTcecleacecBaTcAAACETINNNIN- -~ ——————————— B - e - - - elcekd Y T e CTCATTCAC= == [eCTEINie [T VX i B T el ChiT - [ T T[lelA GG TG T CACEAAGGCCATGCAGAACATGAACCGCCAGCTGAATCTCCCECAA |
ldrosim2|[3r:21376042-21376201 + | |caaaaTBcacaceeTcAAGTCEcAGAACACAATGGCRACAGGCRATGAAAGETINN N -~~~ —— ===~ ————~- I — I — — — THGCTGATTCAcl———ICTmTAm=TCET—“TTTlAGGTGTCACEAAGGCCATGCAGAACATGAACCGCCAGCTGAATCchc|CAA |
larosec2|scaffold 13:673564-673723 + | lcanaaTfcacacccTcaacTdBcAGAACACAATGGCRCAGGCEATGARAGETGNGA- o oooaoanaaas e e - L e i e WAECTCATTCACS== chir -8 T T T¥AGG TG TCACAAGGCCATGCAGAACATGAACCGCCAGCTGAATCTCCClCAA |
ldroyak3|[3R:24595725-24595884 - I |caaaaTBcacaceeTcaacTcccacaacacaaTceCEcAGGCEATGARAGETINNNN- - - -~ -~ -~ ———~- -—-—-—————————- B _EER7:GATACGCE GCTGATTCAE———.CTETIAHCTA=TC EeTATTEAGGTGTAC[EAAGGCCATGCAGAACATGAACCGCCAGCTGAATCTCCCECAA |
droEre2|lscaffold 4820:6166087-6166246 CAAAATECAGACGCTCAAGTCCCAGAACACAATGGCLCAGGCEATGARAGET NN TN - - -~ ———————— e - e — — —LyeleleT\C LNl C T CAT T C AN T == (elelC T N el F\C (el N B T e Chfel - [l8 T T T T8lA GG TG TiA Cl@AAGGCCATGCAGAACATGAACCGCCARCTGAATCTCCClCAR
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:19161329-19161504
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:19161329-19161504
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_660.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_3:1906604-1906779
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_1364.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:15508471-15508646
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:5463216-5463375
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:15835996-15836159
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:10837383-10837547
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:11264935-11265093
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396691:174774-174932
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302261:72210-72363
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454055:1788061-1788213
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491261:828615-828774
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780074:230255-230413
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302113:2080981-2081140
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415851:298182-298332
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409682:733718-733876
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:21878902-21879061
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:21376042-21376201
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_13:673564-673723
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:24595725-24595884
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:6166087-6166246

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dps 3821 | XL _ groupla:7224927-7225036 + | candidate-rescued | Canonical miRNA | intergenic

PSRl L RN R dmis match in alignment _

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position 19 20 21 22 23 24 25 > | | | I
Size Condition 7,224,900 7,224,950 7,225,000 7,225,050
Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
intergenic
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR902012
M040
MO59 GSM444067 V112 SRR902011 CNS GSM343916 M062
AGCTCATGAACTGCCGGCGGAATTATGTCGCTTCTTTCTGGAGGACTTGTGTCGTTTGAAAGCGGCATATCCCCGCTCGGAAATATATATCGCTTTAAATGTCTCCGCCATTTAACAACTGACATATCTCCGCGCAGAGCTATGACGCTTTCCGACGACATTTCGTCGGAGATATTGTCGATGCCCCCACAGTTCCATATAGCCATTTCA female imaginal
Read # Hit |Total body |embryo head male testis disc embryo head
Tkkdkkdkkkkddkokdkkkkkkokhdkokdkhdkkhdkokdkkdkkdkddkkddkrrk ((((((C. (CCCCCC- (... .. I T COCCCCCe e nn .. IIN))) e 1))))))) L)) ... 1)))))))))) L)) ))))) L L kkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkkkkk**k*x 5jze Mismatch Count Norm Total body
.............................................................................................................................. TCTCCGCGCAGAGCTATGACG . + « v e e e e e e et et et et e e et e e e e e et ettt e e iaenenene. 20 1 27.00 27 23 0 1 2 0 0 1 0
.............................................................................................................................. TCTCCGCGCAGAGCTATGACGC  « + t e e e e e et e teeeea e et e e e te e eneeeeaeaeaeneneeneaenanans22 0 1 4.00 4 3 1 0 0 0 0 0 0
............................................................................................................................................. ATGACGCTTTCCGACGACATE . « o vttt ettt et et et et et i e e e e 201 1 2.00 2 2 0 0 0 0 0 0 0
............................................................................................................................... CTCCGCGCAGAGCTATGACG  « + ¢ e e e e e e et et e taemeae e e taeneneneeneaeaeneneeneaeaenenenneae?20 0 1 2.00 2 2 0 0 0 0 0 0 0
................................................................................................................................ TCCGCGCAGAGCTATGACGCTT . « e v e v et et et e e e ettt et et e ettt e e e e eeeaenenenaeneaea 22 0 1 2.00 2 2 0 0 0 0 0 0 0
B 03N e7. Vo] o] e o P 15 0 1 1.00 1 0 0 0 0 0 1 0 0
............................................. CTTGTGTCGT TTGARRGCGG A . « e v e e e e e e et et e e e e a e et et et e e e e et e et et e e e e et e et e e et et e e et e e et et e e e e e et et et e e e et et e e e e et et ettt 220 1 1.00 1 0 0 0 0 1 0 0 0
................................................................................................................................ TCCGCGCAGAGCTATGACGCT ¢« « o e et et et et e e e et et et et e ettt te e e eetaeneneneeaea 2l 0 1 1.00 1 1 0 0 0 0 0 0 0
................................................................................................................................ TCCGCGCAGAGCTATGACG . « « « e vt et et ettt tete e en et e e e eneneaeeaeaeaeneneeneaeaenea 19 0 1 1.00 1 0 0 1 0 0 0 0 0
............................................................................................................................. ATCTCCGCGCAGAGCTATGACG . ¢ e e e e e e et et et e e et e e e et ettt te e ietaeneneneneeae 22 0 1 1.00 1 0 0 0 0 0 0 1 0
............................................................................................................................................................................... TGTCGATGCCCCCACAGTTCCATATA. .. ...... 26 O 1 1.00 1 0 1 0 0 0 0 0 0
.................................................................................................. ATGTCTCCGCCATTTARCAACTGAC . ¢+« v e e e et et et e e e e e et et e e e e e et e et e e e e e et e e e e e e e e et ettt ettt eaeaeneaea 250 1 1.00 1 0 0 0 0 0 1 0 0
................................................................ GCATATCCCCGCTCGGARATAT « &+ e e e e e e e e et et e e e e e e et et et e e e e et et et e e e e et e e et et e e e e e e et et et e e et e e e e e e e e e e e e et teeaeaeneeaeaenenenaea22 O 1 1.00 1 1 0 0 0 0 0 0 0
..................................................................................................................................... GCAGAGCTATGACGCTTTCCGA : « + e et e e e e e e eete e eaeneeseeeaeneneeeeaeaenenenneaeaas 22 0 1 1.00 1 1 0 0 0 0 0 0 0
.............................................................................................................................................. TGACGCTTTCCGACGACAT. - - ottt ittt ittt e it i et i e eeee e 20 1 1 1.00 1 1 0 0 0 0 0 0 0
.............................................................. CGGCATATCCCCGCTCGGAR « « + « v e e e e e e et et et e e e e et e et et e e ettt et et e e e et et e et et e e e e e et e et e e e et et e e e e e e e e e e e e et 2000 1 1.00 1 0 0 0 0 1 0 0 0
............................................................................................................................... CTCCGCGCAGAGCTATGACGCT . ¢ e e e e e e et e eeta e e et e e taeaeneneeaeaeaenenenneaeaenenenneaa22 O 1 1.00 1 0 1 0 0 0 0 0 0
........... i elelo]elelelele) VNN et o clesi i PP~ O 8 0.13 1 1 0 0 0 0 0 0 0
Anti-sense strand reads
M040
SRR902010 M062
TCGAGTACTTGACGGCCGCCTTAATACAGCGAAGAAAGACCTCCTGAACACAGCAAACTTTCGCCGTATAGGGGCGAGCCTTTATATATAGCGAAATTTACAGAGGCGGTAAATTGTTGACTGTATAGAGGCGCGTCTCGATACTGCGAAAGGCTGCTGTAAAGCAGCCTCTATAACAGCTACGGGGGTGTCAAGGTATATCGGTAAAGT female
Read # Hit |Total body |ovaries head
dedkokde ke ke ok ok ke ok ko k ok ke ke sk ke ks ke ok (((((((. (CCCCCC CCCC. ... CCCCCCa (e e e e COCCCCCe e e e )Y e 1))) )Y L)) ... 1)))))))))) L)) ))))) . L kkkkkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkkk*kk*x* gjze Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
dp5 XL groupla:7224877-7225086/dps 3821|A-GCTC------ AT--GAACTGCCGGCGGAATTATGTCGCT-TCTTTCTGGAGGACTTGTGTCGTTTGAAAGC —— === ————— === == —————— GGCA=-—————————m—— TATCCCCGCTCGG-—= === === === — === ———— oo ARATATATATCGCTTT-AA-—-——— AT----GTCTCCGCCATTTAACAACTGACATATCTCCGCGCAGAGCTATG-———————-- ACGCTTTCCGACGACAT TTCGTCm == —GGAG— === == == = = = = = = = m o o o - ATATTGTCGATGCCCC-CACAGTTCCATATAGCCATTTCA
+
droPer2|scaffold 13:1836381- dpe 143 |[lA-GCTC------ AT--GAACTGC e C T ~8C T T TCTGGAGGAC T TITGTCGT TTGAAAGC - ————— === === —————————————————————__ GECA-—————————————m—m - TATCCCCGCTCGG-—==—=———————————————————m AlATARETATCGCTTT-AA-————— AT----GTCTCCGCCETTTAACAALNEGACATATCTCCGCGCAGAGCTAG-—-—-———-- ACGHT TTCCGACGACATTCGTC- === GGAG == — = === = = == == — = — — — o o - ATATTGTCGETGCCCC-CACAGTTCCATATAGCCATTTCA
1836572 +
droWil2|scf2 1100000004952:688234- T A A TCTCCGCCETTAAAAAAACGACAIN NS T elelelslClole A ANTNARE Tl TColT T Alg- - - —-- - - e - tYec A CATATCTCCCCC A TATG- — - — - ———-- TeTiliCAGAINISNI A NS T CleGCG /e A TA TG TCGT T T T TCTAACGGCGGAGATATGT CGG R e X raRrereoitiiccecgcacatiic A T ARRC AT TCA
688462 +
drovir3|scaffold 13042:2246335- NS TECGEE€AGTTATATCGT TTTAGAACATCAETATCTCCHGCGCGGLGTC - - IiGINTIE Til - - B - -EEEE B ey & 1.~ ALYel il C AT ATCTCCGCCCEGAGHTATG -~ ————— -~ T[e Tl G AT A T/ A e TiNe C C G Clele N R TTATGTCGTTRETTAGAACATCACATTTCCGREEEE m—EC@GcﬁATTC\
2246566 +
droKik1|scf7180000302704:11142- AlTARETETCGCTRT- A NG NeA T- - - -drcTccoe N NAEA AISGACATATC TCCGCGCEGAGCTATG-— - — - - ———- T TIENA A A G T i A A S T C L8 C G Clele] N GTATGTCGTTGCTTACGACAREIACAGCTCCCREEEE e P - ~En Al A TRTCA
11349 +
droRhol|scf7180000760199:17228- : ErEchiccEc - —-——————————————————— TTGACTAHACGCGG:VATGE - - lGHNe - SiCiAINAA A cGACINEEEE A Ieiielslelsle CiliiC TINT¥\A CIEFNFXINTCLISITelele G Glef Nela i - |
17397 -
droBialllscf7180000299101:14059- AT ARRTETcGeTT THA AN~ TN d T c Tccocfa XA Ala Alddc A cATATHITCCGCGClEGACINTATG
14243 +
| || — _|| A ____- m: TR ~rome e oo A~
e T e e el e L B TTA A C GA Gl g SScEA il BEfcEccectcaceraTe
droEre2|scaffold 4929:23993866- TTTTTTTATTTGCGGLGT)IA - -GINIeIlRGiAIN A ACGCT TiEEEETe G/shlslelelelor~ A C TINAINAA CINININ Il Ielelelelelo Gl \a W NNE T TG T TT TG TA/NSle TG T AN NN cA T TCSGcGCANE
23994071 -

Generated: 09/08/2015 38,0843 PM
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1a:7224877-7225086
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XL_group1a:7224877-7225086
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3821.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_13:1836381-1836572
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_143.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004952:688234-688462
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13042:2246335-2246566
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302704:11142-11349
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000760199:17228-17397
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000299101:14059-14243
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000410441:158-341
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:1313693-1313845
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4929:23993866-23994071

1D: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dps 776|2:24971703-24971774 - |candidate-rescued | Mirtron |intron

PG RS P Tdmis match in alignmen _

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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g \}Q—
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Genomic Position 19 20 21 22 23 24 25 28 & ' I 1 | !
Size Condition 24971800 24971750 24971700 24971650
Genomic Position
Hairpin partition -#- Sense -#= Antisense Mature
Hairpin partition Mature
dps_776_annot [-19.4]
Show Alternate Folds
Flybase annnotation
intron [Dpse\GA26267-in]; CDS [Dpse\GA26267-cds]; CDS [Dpse\GA26267-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads
M040
V112 M059
ATCCCACCTACTCGTTCCGTGAGCTGGTCGAGCAGGCTATTCTGCAAGTGGTAAGTGTGTGGAGATAGTCGCGATAGTGGGTTCCGTTCCGCTTGATTTATCACTCTTTATCACTCTTACAGGAAGGTGCCTTTGCCATTGCCGTGAAGTCCAAACACTTCCCCGGAGAGTG female
Read # Hit |Total body male embryo
Fkokdkdeokkdok ok ok ok koo ke ((( (L ((CCCCCCCCe e e e, COCCC(Ce e e ... IIII)) e 1)))))L))) L)) ))) . kkkkkkkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkkk***x 5jze Mismatch Count Norm Total body
.................................................. GTARAGTGTGTGGAGATAGT « - + ¢ e e e et e et e ettt et e e et e et e e e e et e e e e e e e e e e e e e e e e e e e e e e e e e i 190 1 12.00 12 8 4 0
.................................................. GTAAGTGTGTGGAGATAGTCGCGATA . « ¢ e e e e et e e ee e et et e e et et e e e e et e e e e e eae e e et e e e e eaeaaeaaenaeneeneeneenecaeeaeeaeeaaa26 0 1 3.00 3 3 0 0
.................................................. eV Nehidelifeliele) Ne)-Ni-Ned ol eTofc - PN NP5 B 1 3.00 3 2 1 0
............ CGTTCCGTGAGCTGGTCGAGC - - - - o = o o e e e e e e n o mmta it o e n o e ao e e e e e e aa e aetian e s e s o e s e e e e e e aaaaaaae e s tes e e aoaaaaaaaaaaaaatosonocesoeacaaaaaaaaaacaranasanceaca-2221l 0 1 2.00 2 2 0 0
........................................................ GTGTGGAGATAGTCGCGATA . « « o e e e et et e et et e e et e e e et et e e e e e et e e e e e et e et et et et te e e ettt ettt 200 1 1.00 1 0 1 0
......................................................................................................................... B G G C G G T T @ 1 1.00 1 1 0 0
.................................................. eV ek el ek eled Ne)- N -Ne: o AU~ I ¢ 1 1.00 1 1 0 0
.................................................. eV ekl delieler Ne)-Niu-Ned ol eTofc).NPuN N P S ¢ 1 1.00 1 0 1 0
......................................................................................................................................................... AACACTTCCCCGGAGAGT. 18 0 1 1.00 1 1 0 0
.................................................. eV ekl ek eley-Ne)-Ni - Nex: ol c TN 5 N ¢ 1 1.00 1 1 0 0
- olele Nolodi ok dolet b Lol ofeliif el et ol cIiuu AP 26 0 1 1.00 1 1 0 0
.................................................................................................................................................. AAGTCCAAACACTTCCCCGGAGA. .. 23 0 1 1.00 1 1 0 0
I oo ok - Yok o el i of o] e e YeTok: e N P 22 0 1 1.00 1 1 0 0
................. CGTGAGCTGGTCGAGCAGGCTATTC TG ¢ « ¢« e e v e e e e et e et e e e e e e e e e e e e e e e et et e e e e e e e e e e e e e e e e e et e e e e e e e e e e e e eaeeaeeae e eeneaaeaaeaaenaeneeneeneeneeaeeaanaa 28 0 1 1.00 1 1 0 0
................................................................................................................................................... AGTCCAAACACTTCCCCGGAGAGT. 24 0 1 1.00 1 1 0 0
....... oo ol el i olo] ek el YelolilcTe il ol PP 2SN ¢ 1 1.00 1 1 0 0
.................................................. eV el elideliele) Ner.Ni-Ned oleT o] .Y - AP B 1 1.00 1 1 0 0
.................. ehiey Nelokieled foleT-Veloy-Ne]c NN PP - N 1 1.00 1 1 0 0
......................................................... TGTGGAGATAGTCGCGATA . & ¢« e et e e ee e et et e e ettt e et et e e e e e e ae e e e e e e e e e e e e e eaaenaenaeneeneeneeneeneeneeaenaa19 0 1 1.00 1 1 0 0
Anti-sense strand reads
SRR902012
M040
CNS
TAGGGTGGATGAGCAAGGCACTCGACCAGCTCGTCCGATAAGACGTTCACCATTCACACACCTCTATCAGCGCTATCACCCAAGGCAAGGCGAACTAAATAGTGAGAAATAGTGAGAATGTCCTTCCACGGAAACGGTAACGGCACTTCAGGTTTGTGAAGGGGCCTCTCAC imaginal female
Read # Hit Total disc body
e 3k e 3k ok e ok e ok e ok e ok ok ok ok ok ok ek ok ok e ok e sk ke ke ke ke ke sk ek ke ke ko (((( (L ((CCCCCC(n e e e COCC((C e IIN)) e e 1))))) L)) ))))) . L kkkkkkkkkkkkkkhkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkkkk**x gjze Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
EEE |2:24971653-24971824 - ldps_776 |ATCCCACCTACTCGTTCCGTGAGCTGGTCGAGCAGGCTATTCTGCAAGTGEIAAGTG TG GGA= === === === o oo oo oo oo oo oo oo oo ooooo oo oo GATAGTCGCGATAGTGGGTTCCGTTCCGCTTGATTTATCACTCTTTA- ——————————————————————— TCACTCTTACAGGAAGGTGCCTTTGCCATTGCCGTGAAGTCCAAACACTTCCCCGGAGAGTG|
ldroper2|lscaffold 6:270342-270513 - |ldpe 1866 |[ATCCCACCTACTCGTTCCGRGARNCTGGTCGAGCAGGCT AT TCTGCAAGTGETAAGT G G T GGA— === === === === = = - o o oo oo _——————-————- GATAGTCGCGAAGTGGGTTCCGTTCCGCTTGATTTATCACTCTTTA- == ————————————————————— TCACTCTTACAGGAAGGTGCCTTTGCCATTGCCGTGAAGTCCAAACACTTCCCCGGAGAGTG|
droWil2|lscf2 1100000004943:13604433- aTccaiBiTacTcoTTCCgGACTEGTCGAGCAGGCEATTCTIICAAGTGETAAGT Gl ThNA - — - - - - — - ——- CTGA R TAGGCGGTTATCAGGCTACTAREEAGCARCTTAREEEEEEEEEEE i T T C C Gl T T e ket ~ — — —— —— ———————~— [Telle- - LNy - By C TTACAGGAAGGGCITTTGCccAaTTGCCGTRAAGTCCARGMARTTCCCCGOlGAITG
13604603 -
drovir3|scaffold 13047:13614705- dvi 16838|ATCCCARCTACTCGTTCCGTGAGCTGGTEGAGCAGGCHATIICINGCAAGTGETAAGT N NISRAI ST XN -[hle- LV N VNI VNl SIS N E TS prceileirrallacealgceTeciIrrTeciaTToclG TR AT Clea AldcAfiT T ccllecldeac TG
13614885 +
droMoj3|lscaffold 6540:10860849- ATCCCARCTACTCGTTCCAEGAGC TG T@GAGCAGGCEATTCTGCAAGTGETAAGCTCLC T ela/ It Ne-[che- [N NNIIT VU IS I X S .S WrcefecrldacaceancagecrrroccarrociloTiaalrclgaalgcaliTTecclgccldeacTs
10861032 +
droGri2|lscaffold 15074:401940-402113 aTcccadcTacreeTTecccallcTeeTeeaccaGGCEATCIN cAAGTGETAAC TN TildA-————-—-—- -/ N! CCTAACCTTATTAAGGACAAACT e T T T ccAccfecciIrTTeccaTToclc TEAAGTCEAnlgcAliTTCCCCGAEGAGTG
droAna3|lscaffold 12911:1983818- afdcccaccracreoTriccEcaciTceTCeAGCARGCTATRCRGC AT GETAAGTIT Clelele\- - —[i-[clefi- LYV N L VNN .\t CCACATTACACATATTCAAAAATH- - -[MaTiic CINEIEVNEIINele Tilikilele A GiC/ele T A PN~ RS A VG TR Thli T/efe rlele clef:Nelie)
1983981 +
droBipl|lscf7180000396714:1067973- IACSO NIl NLile il T{ole C[eh:NE Tielehia NI NelelshdNi A B » SIS NG Tidelel F VNea TieAccTAREE TRGAGEAGCAT TGAAGT - cEiNecaccracagcclTTToCiNe TG clic TeAAG TCi\a AldlA T TCCCRiGGAGAGTG
1068136 -
droKikl|lscf7180000302297:46177-46331 afdcccacliTacTCGTTCCHEGAGHTGGTCGAGCAGGCTAT TCTGCAAGTGGTAAGT Gleieleela pele - fel el - — - — = ————————— - - - B = T T ~ /e YTk § NNV X Je - — [cleTelelel - - i\ - Rl C TCl8TACAGGAAGGEGCHWTTTGCCATTGCCGTGAAGT CIAABCACTTCCCCGGAGAGTG
droFicl|scf7180000454068:15701-15862 AlcccaccTAlTCGTTCCGEGAGCTGGTCGAGCAGGCEATC THCAAGT GGTANG TIlciser. e - — —[leh Tt el Yelelelel Jelsl .Xe — - I VNI B e TlecAGGAAGEGCHTTTGClA TG CliG TGAAGTCCAAgcACTTCCCGGAGRARTG
droElel|lscf7180000491278:33183-33345 afdcceacldracTcTTCCcHEGAGCTGGTCGAGCAGGCEATMEC THCAAGTGETAAG THYekThE N - — —fepqelesy-NeTeb v N - — — - ——————__ GGAGCAACTCTCAGQTCAGTGREEINA
d
droRhol|lsc£7180000775729:3799-3959 +| [ABcccacBracTceTTccdgeAGCTGGTCGAGCAGGCATEC THCAAGT GETAAGCTIECIEIeE- - - (SO R ey T Ne- - ———————————————————————- igel-- -1 [T XL TN NN T Y- - - NN - B cRe e T CcAGGAAGEEGCCTTTGCCATTGC§GTGAAGTCCAACACT TICCCGGAGAGTG
droBial|lscf7180000301256:49076-49175 ATCCCACIATACTCGT THCGTGACTGGTCGAGCAGGC AT TCTEICAAC T B G A LG Cl@GCCTT TGCCATTGCCGTGAAGTCCAA/GCARTTICCCGGAGAGTG
+
droTakl|scf7180000410621:31069-31168 ATCCCACCTACTCGTTHCGEGAGCTGGTCGAGCAGGCSATC THCAAGT i ———— e 5 2\ I, G Gl#lG CC TT TGCCATTGCCGTGAAGTCCAAECANT THCCCGGAGAGTG
|droEugl|sc£7180000409540:3761-3860 +| [aBcccaccacrcfirTcedgeacireeTcARcAGGC TATEC TRC ARG T ————— . 2. G GG CC TTTGCHAT TGCHG TGAAGTCCAAECART THCClGGAGART G
|dm3 lchr3RHet:2477494-2477593 + | [2BcccaccracrcirrecdgeaccTeeTceaccalccRa TECTHC ARG T ———— B A EccRcccTTTGCHATTGCCG TRAAGTCRAAARACT THCCCGGAGAGTG)
ldrosim2|[21:22493057-22493156 - | [aBcccaccractearTecdgeaceTeeTCGAGCARGCRA TRCTHC ARG T C i ——— D rEccRcccTTTeclATTGCCGTRAAGTCCARARACTTHCCCGGAGAGTG|

draoSec? |QFB‘FF01(‘]=6"|0L—)'§?O—‘I 05629 4+ || ||.A.EFFFAFFTAFTFGTTFCG SAGCTGGTCGAGCAN:
ldrovak3|[3R:327480-327579 + | |ATCCCACCTACTCGTTCCGEGAGCTGGTCGAGCARNGCEAT(EC TICAAGTG

droEre2|scaffold 4770:334345-334444 ACCCACCTACTCGTTCCGEGAGCTGGTCGAGCANGCEATIIC THC A AGT G ————
+
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http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_1866.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004943:13604433-13604603
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:13614705-13614885
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_16838.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:10860849-10861032
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15074:401940-402113
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12911:1983818-1983981
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396714:1067973-1068136
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302297:46177-46331
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454068:15701-15862
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491278:33183-33345
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000775729:3799-3959
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000301256:49076-49175
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000410621:31069-31168
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409540:3761-3860
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3RHet:2477494-2477593
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:22493057-22493156
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_6:105530-105629
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:327480-327579
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:334345-334444
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hide 3p reads’ show mid mismatch reads
SRR902012
M040
GSM343916 MO59  CNS GSM444067 M062 V112
AAAACAAAAGAAAAACCCTTACAAACCAAATCCATTCAACAGAAAAAACAATAGAAGAACAAAAAAARAAGAARATAAAAAATTGTACACGGCTTTTATGAAGTAATTTGTTAAAGCT TTGTATGATTAAACAARAARAARAAACCAAATTTGTGT TTTTATTTGCATTTTTTACCCGT TTACTTTTTTAGTTGGCGATT female imaginal
Read # Hit |Total body |embryo embryo disc head head male
kkkkhkhkhkkhkhkhkhhhkhkhhhkhhhkhkhhkhkkhhhkhhhkkhhhkkhkhkkhhkhkkhhhkhhkhkkhhkkhhkkhkhkkx N T D D D D I D D D D D 0 D D D D D D D B dhkkkkhkhkhkkhkhkkhkhkkhkhkhkkhkhkkhkhkkkhkkkkkkkhkkkkkkkkkkkkkkkkk****x | gize Mismatch Count Norm Total body
............................................................................... ARATTGTACACGGCTTTTATGA . ¢« v e e e ettt e e et e et e e e e e e e e e e e ettt et e e et e e e e e e e e e ettt et ettt ettt eiaeiaennenae 22 0 1 3.00 3 1 0 1 1 0 0 0
............................................................................... ARATTGTACACGGCTTTTATG ¢ « ¢« v e v e ettt e et et e e e e e e e e e e e e e e e e et et e e et et et e e et et ee e e e et e ettt ieeeieeneennen.. 20 1 3.00 3 3 0 0 0 0 0 0
................................................................................................................. ARGCTTTGTATGATTARACH . . . .ot i et e it it ei e 201 1 2.00 2 2 0 0 0 0 0 0
............................................................................... ARATTGTACACGGCTTTTAT « &+ e v v e et ettt e et et e e e e e e e e e e e e e e e et et et e et et e e et e e te et e e e ie e te e e eneenaennena. 20 0 1 2.00 2 2 0 0 0 0 0 0
............................................................................................................. GTTAAAGCTTTGTATGATTARR . &ttt ettt e ettt e et ettt e et et e e e et e et e et et ie et 22 0 1 2.00 2 2 0 0 0 0 0 0
............................................................................................................ TGTTARAGCT TTGTATGATT . ¢« v e et ettt ettt e et e e et e e e e ae e e en e ta e eaeeaeaaenaenaenneas 20 0 1 1.00 1 0 1 0 0 0 0 0
..................................................................................... TACACGGCTTTTATGAAGTAATTTG/. « -« ¢ v ettt ettt e e et e ettt e e e e e e et e e e e e e e e e e e et et ettt ettt et 261 1 1.00 1 0 0 1 0 0 0 0
.............................. TCCATTCAACAGARRARACAATAGAAG .« « ¢« v e ve e et et ettt e et et e e et et et e e e e e et e et et et et e e et e e e e e et e et e et e e et et et et e e te e et e et ettt 2T 0 1 1.00 1 1 0 0 0 0 0 0
......... GARARACCCTTACARACCARATCC . & o vt vt ettt et ettt e et e et e et e e e e e e e et e e e e ettt e e e e e e e e e e e e e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e 240 1 1.00 1 1 0 0 0 0 0 0
............................................................................................. TTTTATGAAGTAATTTGTTA . « « et e et e e te et e et e e e e et e e ettt et e e et e e e et e et et e et ettt eieeiaenaenaen. 20 0 1 1.00 1 1 0 0 0 0 0 0
.................................. TTCAACAGAARRAACARTAGARAGARACA . « « « vt ettt e et e et e e et e et et et e e e e e e e et e ettt et e e e e e e e e e e e e e e e et e e e e e e e e e e e e e e e e e et 2T 0 1 1.00 1 1 0 0 0 0 0 0
....................................................................... ARARTARAARATTGTACACGGC . « « vttt vttt et ettt e ettt e e e e e e e e e e ettt et e et et e e e e e e e e e e e e e 220 1 1.00 1 0 0 1 0 0 0 0
.............................................................................................................. TTAAAGCTTTGTATGATTARAC . &+« v ettt ettt e et e e e e e e e ae e e et et ta e e eaenaenaenneaae 22 0 1 1.00 1 1 0 0 0 0 0 0
............................................................................................... TTATGAAGTAATTTGTTARR . « ¢ vt ettt et e e e et et e ettt et ettt e et et e e e e e e ettt ettt e et 200 1 1.00 1 1 0 0 0 0 0 0
............... CCCTTACAAACCARATCCATTCAACAGAR . « & e e et ettt et e et et et e e e e e e et e e et et e e et et e e e e e et e ettt e et e et et e e et e e e e e et e et e et e e et e e et et e et e e et e et e et et it 290 1 1.00 1 1 0 0 0 0 0 0
.............................................................................. ARAATTGTACACGGCTTTTATG . « v e e v e ettt e e et e et et e e et e et e e e e e e e et e et e et e e e e e e e e e e e e e ettt et e ettt e e 220 1 1.00 1 1 0 0 0 0 0 0
.............................................................................................................. TTAAAGCTTTGTATGATTARACA . « ¢ v ettt ettt ee e e e e e e ee e eae e enetaeeaeeaeeaeaaenaenneaae23 0 1 1.00 1 0 0 0 1 0 0 0
............................................................................................................... TARAGCTTTGTATGATTAR . & ¢« e ettt ue e u e e et et e e e e et e et et e et e e e e e e e e e i ie e 190 1 1.00 1 1 0 0 0 0 0 0
................................................................................................................. ARGCTTTGTATGATTARAC . « . e ettt te e et e et ettt e e et e e e e e e ie e e 19 0 1 1.00 1 0 0 0 0 1 0 0
....................................................................................................... TAATTTGTTAAAGCTTTGTATGA . « ¢ e e v e e v e e e e et e e e et et e et e et et et e e ee e ee e e ea et eea e 23 0 1 1.00 1 0 1 0 0 0 0 0
..................................... ARCAGARAARACAATAGARGAAC . « « ¢ ettt ittt et e et et et ettt e e et et et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e 230 1 1.00 1 1 0 0 0 0 0 0
.............................................................................................................. TTAAAGCT TTGTATGAT T . . o oottt it it it it et et et ie e 19 1 1.00 1 1 0 0 0 0 0 0
.......................................................................................................... TTTGTTAAAGCTTTGTATGATT . &+ e vt ettt ettt et e e et e e e e e e e e ettt et ettt et eiaenaenen. 220 1 1.00 1 1 0 0 0 0 0 0
................................................................................. ATTGTACACGGCTTTTATGA « « « ¢« v e ettt ettt et e e e e e e e e e e e e et et et et et et et te e ae e e e e en e ta e en e teeeaeaenaenaenaea 20 0 1 1.00 1 0 0 1 0 0 0 0
................................................................................................................ ARAGCTTTGTATGATTARR . « . e et ettt et et e et e et et e et et e e e et ettt e it 190 1 1.00 1 0 1 0 0 0 0 0
........................................................................................................... TTGTTAAAGCTTTGTATGATT .« ¢« ¢ e e et e et et e e e e e e et et et et et e e e eaeeneenetaeeneeaeeaeeaenaenaa 2l 0 1 1.00 1 1 0 0 0 0 0 0
.......................................................................... ATARAARATTGTACACGGCT « « e v e et ettt e et et et et et e et e e e e e e e e e et e e e e e e e e e e e e e e e e e e e e e 2000 1 1.00 1 0 0 0 0 1 0 0
............................................................................ ARARRATTGTACACGGCT . o vttt ettt ettt ettt et et e ettt e ettt ettt et et et ettt e, 180 1 1.00 1 0 1 0 0 0 0 0
............................................................................................................. GTTAAAGCTTTGTATGATTA . « ¢ e e v e e e e e e e e e e e e e e e e e et e e e e e et e e ee e e e e et ie i eiaeaennen. 20 0 1 1.00 1 0 0 0 0 0 0 1
............................................................................................................... TAAAGCTTTGTATGATTARRAC . & o ettt vt e ettt et e et ettt et et et te e i e ee i ea i ia a2 0 1 1.00 1 0 0 0 1 0 0 0
Anti-sense strand reads
M040
V112 M022 GSM343916
TTTTGTTTTCTTTTTGGGAATGTTTGGTTTAGGTAAGT TGTCTTTTTTGT TATCTTCTTGT TTTTTTTTTCTTTTATTT TTTAACATGTGCCGAAAATACTTCATTAAACAATTTCGAAACATACTAATTTGTTTTTTTTTTTTGGTTTAAACACAAAAATAAACGTAAAAAATGGGCAAATGAAAAAATCAACCGCTAA female
Read # Hit |Total body male male embryo
dkkkkkhkhkhkkhkhhkhkhkkdhhkhkkhkkhkhhkhhkhkhhkdhhkkkkhkhkkkkhkhkdkkkkk* N T D D D D I D D D D D I D D D D D D B B dhkkkhkhkhkhkhkhkkhkhkhkkhhkkhhkhkkhhkhkkhkhkkhkhkkkhkkkhhkkkhkhkkkkkkkkkkkkkkkkk*kkk***x gjize Mismatch Count Norm Total body body
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
EEE |2:27294841-27295040 - laps_3827 |aaaac---a-aancan-------- AAACCCTTACAAA-—————— === —— == ———— CCAAATC---CATTCAA-CAG--AAA--——-- AAACAATAGAAGAA-CAAAAA-AAAAAGAAAATAAASAAATTGTACACGGCTTTTATGAAGTAATT TETTAAACCTITCTATCATTARACAAAAAAAAA--AAA-CCAAA-TTTGTGTTTTTATTTGCATTTTTTACCCGTTTACTTTTTTAGT TGGCGATT
droPer2|scaffold 6:2585040-2585241 [ldpe 2481 |[AAAAC---A-AAAGAA-—-——-—- AAACCCTTACAAA-——————— === — = ———m o CCAAATC---CATTCAA-CAG--AAA--——-— AAACAATAGAAGAA-CAAAAA-AAAAAGAAAATAAA=AARATTCTACACCCCTTTTATGAAGTAATT TEITARACCT T CTATCATTARACAAAAAAAAANNAS- CCAAA-TTTGTGTTTTTAT T TGCAT TTTETACCGTTTACTTTTTTAGT TGGCGATT
droWil2|scf2 1100000004902:4649898-|dwi 5415 AAACAATAGAL e - . 2. T AA A (@A AT TGTACACGGCTTTTATINAAGTAATT TLNEFARACCTTTCTAT, AT TAls c A2 A A A A A A A NN - LN A 2 2 - T T T T G T T T T T A T T T
4650075 +
drovir3|lscaffold 13047:1835007- dvi 24634 AAACAATAGAANAA -\ rASrAAA AN A AAATAAAAAATTGTACACGGCTT TETAA G AT T TN HEARCCTTTCTAT. AT TART N, n 2 A A A 2 AR - B e n Al T T TG TG T T T T T A T T T
1835158 +
droMoj3|lscaffold 6540:3761878- dmo 3126 |[AAAAIN---A-AAANAAINN-— - — - AnRRCEIN\ACAAA-—-—- TGAAAGAA G
3762073 +
droGri2|lscaffold 14906:8668123- dgr 462 |annENlS-EGanracan ARACAATAGAA N e - i 7, A AT AAAISAATTGTACACGGCTT TN A A LA AT T TINH I ARCCTTTCTATINATTARCAA A A A A A A AN e - e A e - T T TG TG T TR T TA T T TG T T et
8668298 +
droAna3|scaffold 13340:11049297- dan 90  |aEaA---A-analf@----—--- AAART TR A AR - e AGINYNSA 2 C - CINNACIINA CCICIEEEEE AECAATAGAL e - 7. A 2 TAAA[SAATTCGTACACCCCTT T A G T A T T TN T AR ACCT T C T AT, AT TART N, 7 2 Ao A - - - B C A A A- T T TGTGT T T T T A T T T
11049444 -
droBipl|scf7180000396374:34247— AAAQ————AAAEAA ———————— N - — - — — O N e e XeanaTc---cgercancalXdendn - - —--- AECAATAGA L e e . A2 TAAA ~[@AATTGTACACGGCTT T NAA G TIEA T T TN TAARCCT TCTAT. AT TARSN 7 2 AfSin 7 - - - BCAAA-T T TGTGT T T T T AT T
34385 +
droKik1l|sc£7180000302247:250335- AAAACIM-ranGAg------—-- arpRcceencAAg-—--- - A28 - - - - - BN [Ya CSEVACISI T C Al CIEEEEE AAACAATAGAAGAA -/ AAAANEAAAATAAA-[EAATTGTACANGGCCTT TETAAGTAAT TTINITARACCTTTCTAT. AT TARAINA A A nfEn 2 [l - AAE- CIAAA-TTTGTGTTTTTATTTGCET TH T I CRCG TIXSA C TR T T T T@G T TGGCGATT
250522 +
droFicl|scf7180000454106:2527562- arAnE-fg-f8-2afcan---—-—-- anpcceacAAg-—-- - AGlele- -2 SEEENe - A C/SEVAC/SIA CCICI R AAACAATAGAL e R i oA AATAAA-[EAATTCGTACACCCCTT T E T AAGTAAT TTINETARACCTTTCTATL AT TANS A A A A A A 2B — Aol HCl8A A -IAT TGTGTTTTTATT TGCT TH e C A G TN TR T T T Tlec T TRGHEA T T
2527743 +
droElel|scf7180000491212:1154162- AaAnININ-f8-2anGAR---—-—-- arpACHercARg-—- - AAGHE- - INUSEEETG - A CSEVAC/NE CH - - - EEEEE BaacAAT A e e~ A XeA AATAAA [EAATTGTACACGGCTT TN AA G TAA T T TN TARRCCTTTCTAT. AT TANS\ A n A n A A e - - Aldl8-CCAAA-TTTGTGTTTTTATT TGCET T I CRCG TN AATRT T T Tl8G TTGGCERT T
1154341 +
droRhol|lscf7180000778307:14047- AAAAIN-E-AanGAAl------- Y - - 28l - B A2l - - - -EEE-[\a CINACTA CATCIEEEEE ARACAATAGAN - I a2 A AL A A A TAAA-[SAATTGTACACGCCT T TN A Gl A T T TN HEAACCTTTCTAT AT TAATNA A A A A A A - - A[J8-BICAAA-TTTGTGTTTTTAT T TGClET AT R CiAC G LA TR T T T TG T T GG T T
14229 +
droBialllscf7180000302402:7353490- anAne-8-AAnGAA-------- arpBccercang------- - Ae- - - - BN - - - -[NNCINA CAICIEEEE ARCEATAGA L - D i L&A ATAAA-[SAATTGTACACGCCT T T AAGTAAT T TINETARACCTTTCTAT AT TAATN A A n A A A A A2 AS- CAAAA-TTTGTGTTTTTAT TTGCET T T R CaC G LY TR T T T T8G T TGGCIIAT T
7353667 -
droTakl|scf7180000414009:179067- AAARNNYle-AanGAR---—-—-- arpRcclrAlAAR-—- - A28 - - - - - BN [\a CSEVAC/IA CAINGI R AAACAATAGAL e ~ 7IXeA AATAAA -[@AATTGTACACGGCTT T AAGTAA T TTINITARACCTTTCTAT. AT TARAINA 7 1 1 1\ R P\n[elel i AAA-TTTGTGTTTTTATT TGCET T I CRCG TS AN TR T T T TG T TGGC8ATT
179247 +
droEugl|sc£7180000409490:80938— EnaFN-- - -EalicAn[NYNNIS N [ C clleln AR - - - — - — - - - 2SS - - - - - BN [Ya CISEVAC/SINA CAICI AAACAATAGAL N AAAAANEAAATAAA-[EAATTCTACANGCCTT T eI AAGTAAT TTINE TAAACCT T TCTATL AT TAASI A A A A A A 2R — A8 AAA-TTTGTGTTTTEATT TGCET TH T R C A C G TS A ETRT T T TG TTGGCATT
81127 +
|dm3 lchr3r:4640227-4640405 - lame 421 |2222R---E-aancan-------- Y - S0 C NS N CC- - -EA¥\cAa-calX\nfen - - — - —- AAACAATAGAA - R - e ALXeA A A TAA A [SAATTGTACACGCCT T T T A A Gl A T T T/ N AREECTTTCTATCATTAAS CAR A A A A A A - TNSIS - I\C A A A - TTTGTGTTTTTAT T TGC/GT T T R C A C G TLXS AT T T T Tl8G T T GG XS T T
|drosim2|3r:16351723-16351906 + lasi 75  |22aal}---B-Aaacan-------- LN - S8 Cl e N e —— O - - -EANAC A 2 [ - A2 [ [N A A C AR TAGA A - i 2AAALINSAAATAAASAATTCTACANGCCCTT IS NAA Gl A T T TLNE T ARRCCTTTCTATCATTANSCAAAAAAA AR -8 WA AA-TTTGTGTTTTTATT TGCET T T I C R CG TS A ETRT T T TG TTGGCRAT T
droSec2|lscaffold 0:17217371- dse 1844 |[AAAAJN---[-AnAGARA-—-—-—-- Y - [T Cl NS Y N e CC - - -RANcaa-calN e — - — - —- AAACAATAGAN - D - BA A AAINSA A A TAAA-[SAATTGTACANGCCT T Tl NA A GINA A T T TINETARACCET T CTATCATTAA CAA A A A A A A - RS- EA AR - TTTGTGTTTTTAT T TGC/ET T T R CC G TSRS TR T T T T@AT TGGCINAT T
17217550 +
ldrovaks3|[3R:8702161-8702341 - lava_1796 |aaaaR---B-aancan-------- N - G T N e e ¢ — - — B — - — - ¥NA[SNA cAJNCIEEEE AAACAATAGAAGAR - - 2AAAALANSAAATAAA-[SAATTGTACANGCCT TTET  AAGTAATT T TARACCTTTCTATI AT TAAR CAR A A A A A ARS8 - AAA-TTTGTGTTTTRAT TTGCET TH T R C A C G TLXS A TR T T T TG TTGG AT T
droEre2|scaffold 4770:16945893— der 1521 |AAAA---BRENA--—-—--- AR CSACAAA -~ - O - - - i A nlAc A fedA - — - - - AAACAATAGAL N e B~ AR XSA AATAAA [SAATTGTACAGGCTT T AAGTAA T T TN TARACCTTTCTATL AT TANslCcAr AR A A A - —[fel8- iCAAA-TTTGTGTTTTTATT TGCET T T IR CG TS ETRT T T TG TTGGCRATT
16946068 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:27294841-27295040
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3827.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_6:2585040-2585241
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2481.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:4649898-4650075
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5415.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:1835007-1835158
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24634.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:3761878-3762073
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_3126.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:8668123-8668298
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_462.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:11049297-11049444
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_90.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396374:34247-34385
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302247:250335-250522
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454106:2527562-2527743
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491212:1154162-1154341
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000778307:14047-14229
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:7353490-7353667
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000414009:179067-179247
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409490:80938-81127
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:4640227-4640405
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_421.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:16351723-16351906
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_75.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:17217371-17217550
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1844.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:8702161-8702341
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1796.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:16945893-16946068
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1521.html

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dps 522(2:13541166-13541241 -|| confident-exception | Mirtron | antisense_to_intron

Legend: mature Star [TTINP NN TN, mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
o - o - (1) " e s w
o ll o o - . s o0 ®w
' o N o -
\ o
o
n - g - &
T g o 5
I‘.‘U o T = o
D C oy o ]
— 2 o
T o [ 0
o —_ — -
- L | 10 8
o o
n - =
oc - ]
— .
— — al b o »
, ‘ o o = o @ -
o — :_'-7'\ o — L . -
I | | ] s :
o =
13541250 13541200 13541150 =] | I | I | .
Genomic Position 20 21 o0 23 o4 I I |
Size Condition 13541250 13541200 13541150
Genomic Position
Hairpin partition - Sense - Antisense Mature -e Star
Hairpin partition Mature = Star
Show Alternate Folds
Flybase annnotation
Antisense to intron [Dpse\GA22127-in]; intron [Dpse\GA15887-in]; CDS [Dpse\GA15887-cds]; CDS [Dpse\GA15887-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M040
V112 GSM444067 MO59  GSM343916
TTACCCAAAGAGGGTAGCCAGGAGATTGAAATGAAGGAGT TGTTGTTAACGTGAGTCTAAAGAAGGGAATAAGATCTCTTTTTGGGTTGTATACAGGCAGATCTAATGCCCTCCTTTATCCCTCAGGTATGCTGTGGATATCATTGCCTCGACCATCTTTGGCCTGGATGTGGACA female
Read # Hit |Total body |male head embryo embryo
R e N (N (R I I T T Y C 1)))))D)D) D) )))) L)) ) ) ) L) ))) Sk kkkkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkkk*kk*x 5jze Mismatch Count Norm Total body
.................................................. GTGAGTCTARRGAAGGGAATARG . « ¢ e e e e e ettt et e e e ettt et et e e et ettt et e e e ettt et et e et ettt e e e e et ettt e et 230 1 8.00 8 6 2 0 0 0
.................................................. GTGAGTCTAARGAAGGGARTARGA . ¢« ¢ o e e e et ete e e e et a et et e e e e e a e et e et e e a e et te e e e en e et e e e en e eneaeeaeaenenenaaaeaenenenennea 24 0 1 5.00 5 4 1 0 0 0
....................................................................................................... TAATGCCCTCCTTTATCCCTCAGE . & ¢ vt vttt et et et et ettt 24 1 1 5.00 5 3 1 1 0 0
.......................................................................................................................................................... ATCTTTGGCCTGGATGTGGACA 22 0 1 4.00 4 3 1 0 0 0
.................................................. GTGAGTCTARRGAAGGGARAT « « + v et et e ettt et et et et et e et et et et et e e et e e e et e e et et e e e et et e e et e et 2000 1 2.00 2 1 1 0 0 0
........................................................................................................ AATGCCCTCCTTTATCCCTCAGH . « o v ittt ittt ittt i et i e i et e e 23 1 1 2.00 2 2 0 0 0 0
............. GTAGCCAGGAGATTGARRTGAAGGA . « ¢ e e o e ottt et et et et ettt et et et ettt et et e et ettt et et e e ettt et et et ettt et et et e et e ettt e et e e ettt e et et 250 1 2.00 2 1 0 0 0 1
.......................................................................................................................................... TATCATTGCCTCGACCATCTTTGGC . v v vveewn.. 25 0 1 2.00 2 2 0 0 0 0
...................................................................................................................................................... GACCATCTTTGGCCTGGATGTGGACA 26 0 1 2.00 2 2 0 0 0 0
....................................................................................................... TAATGCCCTCCTTTATCCCTCAG . + « v e e e e ettt e te et e e ettt te e eaeaeneeeaeaenene. 23 0 1 2.00 2 2 0 0 0 0
................................................... TGAGTCTARAGARGGGAATAAG « « + ¢« e e e e e et e et et e e e e m e e e e et e e e e a e e e e taea e e e e eeeaeeneaeaeeeeaeneneeeeeeaeaeneneeneaeaenanaaa?22 0 1 2.00 2 2 0 0 0 0
.......................................................................................................................................................... ATCTTTGGCCTGGATGTGG... 19 0 1 1.00 1 1 0 0 0 0
................................................... TGAGTCTAAAGAAGGGAATARGA . « ¢ o e e e e et et et e e ettt e et et e e e ettt et et e e e et e e et et e e e ettt et te ettt ettt e 230 1 1.00 1 1 0 0 0 0
.................................................. GTGAGTCTARRGAAGGGAATAR . « o e e e et e et et et e e ettt e et et et e ettt et et e e e et e e e e e e ettt ettt e et ettt 220 1 1.00 1 0 1 0 0 0
............... AGCCAGGAGAT TGARATGARGG « « ¢« ¢ e e e e et et et et e e m e e e et et e e et e e e et e e e e et e et et e e e e et et e et e e e e et et e et e e et et e e e e ettt 220 1 1.00 1 1 0 0 0 0
.................................................. GTGAGTCTARRGAAGGGAATA . « ¢ vt et e ettt et et e e ettt e et et e e ettt e e et e e e ettt e et et e et et e et e e e ettt 210 1 1.00 1 0 1 0 0 0
.................. CAGGAGATTGARRTGARGG . « « ¢+t v vt et et ettt e e et e e e e et e et et e e et a e et et e e e e e n et et et e et e et et e et e e et et et et e e e ettt e ettt ettt 190 1 1.00 1 1 0 0 0 0
................................................................................................................................................ TGCCTCGACCATCTTTGGCCT . o v vvvvn... 21 0 2 0.50 1 1 0 0 0 0
Anti-sense strand reads
M040
V112 GSM444067 M022 M062 GSM343916
AATGGGTTTCTCCCATCGGTCCTCTAACTTTACTTCCTCAACAACAATTGCACTCAGATTTCTTCCCTTATTCTAGAGAAAAACCCAACATATGTCCGTCTAGATTACGGGAGGAAATAGGGAGTCCATACGACACCTATAGTAACGGAGCTGGTAGAAACCGGACCTACACCTGT female
Read # Hit |Total body |male head male head embryo
ek kdeok ok okde ok k ko ko ke k ke ke ke ko (L. (O (OO CC e e e (e e e e 1)))))D)D) L)) )))) L)) ) ) ) L) ))) Sk kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*kk*x 5jze Mismatch Count Norm Total body body
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldp5 l2:13541116-135410201 - |dps_522|TTACCCA-----——-—--- AAGAGGGTAGCCA-GGAGATTGAAATGA-AGGAGTTGTTGTTAACGTGAGTCTAAAGAAG--G-————————————--—- e AT A A G A T —— — = — = — == = — —m - CTCTTTTTGGGTTGTATACAGG-—-—-—-—-—— cAGATClARTEECT S -~ S S S E E  E s e e S A CCCTCAGG TATGCTGTGGATATCATTGCCTCGACCATCTTTGGCCTGGATGTGGACA]
droPer2|scaffold 0:6908473-6908648 |dpe 420||TTACCCA-—-—--—-—-—- AAGAGGGTAGCCA-GGAGATTGAAATGA-AGGAGTTGTTGTTAACGTGAGTETAAAGAAG-=-G-—=—=-=—-—-—--—-—-=- e T T A A G A T — - — - — = — = - — - CTCTTTTTIGGTTGTATACAGG-—-—-—-—=-= CAGATCl AR N S T = S S e AT CCCTCAGG TATGCTGTGGATATCAT TGCCTCGACCATC TT TGGCCTGGATGTGGACA
+
droWil2|lscf2 1100000004921:1996138- TrgcciNg-----—------ AgcallceTacca-GeAGATTGARATHA - AGEART TRT TINXeA CCTCAC TSI N - ————————————-—-—- O T T C AN C T A T TG AR TR T T G T T T G C A R e T ey — — — — — — — — —— - - - -cléc/ Vi - - Th{A - —- - TTCTGE-[iTTT drarccldiricaaTca TG TCGACCATIT TTGGCCTGGARGTGGARA
1996302 +
drovir3|lscaffold 12822:3647853- : n oy \Ch TR IAGHS TR T GiferThiG AlelA THA T TGCCTCGACCATIIT TTGGCCTGGATGTGGACA
3648029 +
droMoj3|scaffold 6540:16962620-
16962783 +
droGri2|scaffold 14906:1255381-
1255552 +
droAna3|lscaffold 13340:20621150- ‘TECCEA ———————————— EVA C 2 ele A Nelel A TRIA ERNE Tl N GEGRERFNeETe C ChGlE A el c ChSl el A/ NEle G T G G Cl N - B - B - B e - — - — — - — R S - el AlEClicCila - -[a TEEEEEEE T TRATCE A - - A hliy - B NCIACR T AT TcATATCAT G CcTCACCATHT TTGGIC TGARG TGGACA
20621307 -
droBipl|scf7180000396413:1781985- erleccce
1782139 +
droKik1|scf7180000302634:848696- GARTGTG
848902 -
droFicl|scf7180000454055:301018- clicle~c ] [XeraTccTEGATATIIAT TGCHTCGACHATHT T TGGRRNTGGATGTGIIAMA
301117 -
droElel|scf7180000491047:1311598~ TACC 3 Tl = \CHCEICACE T A T TRITHGATATHA TTGCCTCGACHA THT TGGCC THGA TG TG ARA
1311853 -

droRhol|scf7180000768400:7384-7495

clyNeecEi T/ CINETINNe G Aj¥elec T Gl Cdlele Tieler\ Al C/hNeY

droBialllscf7180000302402:5187575- erlecci¥e FXer2SccTRTdcaaTATTGCCTCGACCATC TTTGGCHTGGARG T ACA
5187674 -

GroTakl|ecEll80000415300; 137526- i - omm—— e A S T G 3 IS RE A Y i e S T T G T A T A T A T T A T - - G . T I - [— B T Tl CUEIORO AT O (E0A TATCAT T CECICGACHA T T ToCRC TR TG TR A
737698 +

droEugl|lsc£7180000409802:95316- Trgcclg------------ AgXecccgrccla-concgrTealATEA - AT T e T Ace T ac Tl Al AR - - - - - —————- A2 — - e - - - —— - B GGATAACAAAGT TTTTATACCTCCT TTAATAGT TGCTGAACT TAT AR e T s Tl . — — — — — — — — —— Raiailc ATT AATTCCAT-ASEGT CAINNNES CANCEININI TINETElels A8 A I ek T ik eleletehi T/eF\C /el T/efN T
95512 -

|dm3 lchror:4452853-4452974 - | [BccBard] -licTccEcEeiriialicaclgNicilgNicEcalldeT e cilificlec rifedec TccalNSY

ldrosim2|3r:18049870-18049969 + | [cBREes erarccRRrfcaBATCATRGCCTCGACHATCTTTGGCHTGGATGT GRARA|

droSec2|scaffold 1:2098317-2098438 ccc@aTc -ilcTccEcEEiTcacacHINicNINTNEcA AMET clécCloililiNele G Tilelel A T GC CENGE
_|_

|[drovak3|[3R:19375236-19375335 + | |SrEccEs [erarcc@ithicaraTcaticccTcaclaTcTTTGGCHTGGATG TG ACA)|

droEre2|scaffold 4845:7415229- erarcclEcTiicaldaTcarTaddrccdea Tl TTGGCTGeATRGACA
7415331 +
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rescue.candidate

RPRPORRRRRPRPRROOOOR


http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:13541116-13541291
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:13541116-13541291
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_522.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:6908473-6908648
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_420.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004921:1996138-1996302
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12822:3647853-3648029
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:16962620-16962783
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:1255381-1255552
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:20621150-20621307
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396413:1781985-1782139
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302634:848696-848902
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454055:301018-301117
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491047:1311598-1311853
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000768400:7384-7495
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:5187575-5187674
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415380:737526-737698
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409802:95316-95512
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:4452853-4452974
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:18049870-18049969
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_1:2098317-2098438
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:19375236-19375335
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:7415229-7415331

ID:
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Coordinate:

2:7251772-7251950 - | candidate-rescued | Canonical miRNA ||intron

Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

Legend: mature Star [y o L Tty mismatch in read

Predicted structure
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Show Alternate Folds
Flybase annnotation
intron [Dpse\GA14324-in]
Repeatable elements
‘PJanE H(Hass ”Fanﬁb/ “Snand‘
‘(TCC)nHSimple_repeat”Simple_repeat“+ ‘
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M040
GSM343916 M059 V112 GSM444067 SRR902011
CGAGAGAGTGTACGAGAGTATATCTAATCTATAGAGTTTTCCATGCGTCAGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTCCAGACCCACCTCTTTCCCAGCAGACGCCATTGTGATGATGTTGTTGATGATGATGATGAGGAGGAGGAGAGAAGGAGGAGGAGGGCTTATCCACTTGCAAACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGTCAACGACGCCATTAACCATTGGAACCACTACGAATACAAATATATATACA female
Read # Hit |Total body |embryo embryo male head testis
khkkkhkhkhkhkhkhkhkhkhkhkhkhkkhkkhhhhhhhhkhkhkhkhkhkhkhkkhkhhhhhhhhhrhhhx ((((((((((( . ((( . (( ______ ))))) .. ) ) ) ) ) )) . (((((((( .. (( .. )) (((((( (( (( ....... )) . )) . ) ) ) ) )) )))))))) )))) ___________ khkkkhkkhkhkhkhkhkhkhkhkhkhkhkhkkkkhhhhhhhhhkhkhkhkhkhkhkhkhkhkhhhhhhhhhkhkhkhkhkhkhkhkhkhkhhhhhhhhhkhkhkhkhkhkhkhkhkkkhhhhhhhhkhkhkhkhkhkhkhkkkkkkhkdkhkhkhkhkkkkkkxk*x gjze Mismatch Count Norm Total bOdy
................................................................. e eTo) N o er:Nol €72V e) N 07X} i e o~ 0 1 8.00 8 5 2 0 0 1 0
................................................................. el eTol N ol ey-Nol €7V e) N 07X} i e S~ NN 0 1 4.00 4 3 0 0 1 0 0
.................................................................................... TGCTCCAGACCCACC T T TTCC CAGC A e« v v e v et e e e e e et e e e et e e e e e e e e e e e e e e et e e ee et ee et ee e e et e e e ee e et et e e e ee e ee et ee et ee et ee et ee ettt ettt ettt ettt et ettt ettt eaaninaneneaaa 27 0 1 3.00 3 3 0 0 0 0 0
.................................................................... TGCACGACGAGACAG T TG TCCAGAC « « v v v e e e e e e e e e e e ae et ae e ae e aa e ee e e e e e eaeeeaeeeaeeeaeeeaeeeeeeeeeeeeeeeeeeeeeeaeeeaeeeaeeeneeeeeeeeeeeeeeeeeeeeeeeaeeeaeeeaeeeaeeeaeeeeeeeeeeeeeeeeeeeeeeeeeeaeeeneeeneeeneeenneaaaa 26 0 1 2.00 2 2 0 0 0 0 0
................................................................................................................................... ey el el N e7-N €YV el e e):Xe] e 7N B O 1 1.00 1 1 0 0 0 0 0
................................................................. el etol NoleTNotel-NeT Vor Ve i c! RN - 1 1.00 1 0 0 0 1 0 0
............................................................................................... (o7 Nel ok ok i ol o107Vl o)\ e 7N ] e of )N i € X L 1 1.00 1 1 0 0 0 0 0
.................................................... e7:Ne) N ok o] etel el s el el o\ o1 €)o7 c = TR 1 1.00 1 1 0 0 0 0 0
................................................................................................................................................................................................................................ CTTGTCAACGACGCCATTAACCATTG e v e v te e sieeeeeeeneeennannas 26 0 1 1.00 1 1 0 0 0 0 0
............................................... e\ e e e e oy e e ik e e o1 e e S o so) 1 1.00 1 1 0 0 0 0 0
.................................................................................................................................................................................. TCCACT TG AR RCGCAGC TG T C T e & e v e e e e e e e e e e e e e e e e e e e ae e tee s eaeseaeeeeeeeaeeeeeeeeeeeeeeeeeeseeenennnaaaa23 0 1 1.00 1 0 0 1 0 0 0
................................................................................................................................................................ Vel e)-Ne] e7:Xe] €N e]e] e o1k 1 22 0 I 0 1 1.00 1 0 0 0 1 0 0
.......................................................................................................................................... b ey )N NeTe) e e7-Ne]ey:Ne) N e V-Xe] e\ 20 AN O 1 1.00 1 0 0 0 1 0 0
.................................................................................................................................................................................... (00 NokiiJele) V- V.NoTeloy-NeToli el o] - R P~ N 1 1.00 1 0 0 1 0 0 0
....................................... N OTod N eTof el oF-X e )X - Nii ok o1~ 3~ A O 1 1.00 1 1 0 0 0 0 0
........................... O Y N o) N o] € 00X e Nl A O 1 1.00 1 1 0 0 0 0 0
.............................................................................................................................................................................. CTTATCCACT TG ARACGC A . o v v v e e et e e e e e e e e e et e e e te et ee e tee e tee e tee e tee e teeeeeeeeeeeneeenesanaeenannnaaa 20 0 1 1.00 1 1 0 0 0 0 0
................................................... TGAGAT CTC GGG T T TG T TG  AC GAC .+« vt e e e e e e e e e e e ee e aeasaeeaaeeeaeeeaeeeaeeeneeeeeeaeeeaeeeaeeeaeeeaeeeaeeeneeeneeeeeeeeeeeeeeeaeeeaeeeaeeeaeeeaeeeaeeeeeeeeeeeeeeeeeeaeeeaeeeaeeeaeeenaeeeeeeeeeeeeeeeeeeaeeeeeeeaeeeneeeaeeenaeenaneaanaaaa25 0 1 1.00 1 1 0 0 0 0 0
....................... OV 1 X 1 01 072 R~ S O 1 1.00 1 0 0 1 0 0 0
............................................. (ol el 07 Nelie7:Xe) Vi ok o] e ] i 0 B 0 1 1.00 1 0 1 0 0 0 0
.............................................................................. e7:Xo) e i e]o4i o] 072X} -X 0] o)X o101 L~ S O 1 1.00 1 1 0 0 0 0 0
....................................................................................................................................... AT G AT G AT GA T G A G G A GG A .t it et et e et et e o e e e o e e et et e a s o s aeaeaoaeaeeeeeseeesesesesesesesaeeeesesesessesesesesesesaseeasesesesessesesesesesasasnseaseesss 19 0 12 0.08 1 1 0 0 0 0 0
......................................................................................................................................... AT GA T GA T GAGGAGGAG . + « v v e e v e et e et e ee e e e e ae e e ae e e o e aaeeeaeeeneeeneeeneeeeneeeaneeeaneeeaneeenaeeeneeeaeeeneeeeeeeaeeeaeeeneeeneeeneeeneeenaeenaeeanaaa 18 0 14 0.07 1 1 0 0 0 0 0
Anti-sense strand reads
M040
GSM343916
GCTCTCTCACATGCTCTCATATAGATTAGATATCTCAAAAGGTACGCAGTCACTCTAGAGCCCAAACAACGTGCTGCTCTGTCAACGAGGTCTGGGTGGAGAAAGGGTCGTCTGCGGTAACACTACTACAACAACTACTACTACTACTCCTCCTCCTCTCTTCCTCCTCCTCCCGAATAGGTGAACGTTTGCGTCGACAGAGAGCAACAAAAGCTAAAGCCCTAGAACAGTTGCTGCGGTAATTGGTAACCTTGGTGATGCTTATGTTTATATATATGT female
Read |# Hit |Total embryo body
Ihkkkkkkhkkhkkhkkhkhkhkkhkhkhhkhkhkhhkhhkhhkhhkhhkhkhkhhkkhkkhkkhkhkhkkhhkhhkhhkhhkhhkhhkkhkkhkkhkkhkhkhhkhhkhkhhkhkhhkhhkhhkkhkkhkkhkkhhkhkkhkhkhkhkhkdhxkx N T T DD I D N A s D N T O O Y D)D) INNIIMN)Y ) e hkkkhkhkhkhkhkkhkhkhkhkkhkkhkkkkkkkkkkhkkhkkhkkkkkkkkkkkkkkkkkx**x | gjize Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
|dp5 |[2:7251722—7252000 - ||dps_3825 ”C—GA ———————— GAGAGTGTACGAGAGTATATC-———————————————— TAATCTATAGAGTTTTCCATGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTCCAGACCC-—-~-ACC——-T-—————————————— CT-——TT————————————mmmmmm C-CCA-GCAGACGCCATTGTGATGATGTTGTTCATCATCATCATCAGCAGCAGGAGAGAAGGAGGAGGAGGGCTTATCCACTTG--CAAACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGTCAACGACGCC-~-ATT-———AA-—————————~— C-—————==- CA-TTG----- GAACCACTACGAA-—————=————————~— TACAAATATATATACAl
droPer2|scaffold 0:1112324- dpe 2479 |[lIC-GA-------- GAGAGTGTACGAGAGTATATC-———————————————~— TAATCTATAGAGTTTTCCATGCGTC-AGTGAGATCTCGGGTTTGTTGCACGACGAGACAGTTGCTCCAGACCC-—-~-ACC——-T——————————————— CT-—-TT————————————mmm e C-CCA-GCAGACGCCATTGTGAT NG I T CATCATCATCATCACCACCACCAGAGAAGGAGGAGGAGGGCTTATCCACTTG-~CARACGCAGCTGTCTCTCGT TGTTTTCGATTTCGGGATCTTGTCAACGACGCC—-ATT-———AA——————————- C-———————- CA-TTG----- GAACCACTACGAA-—————————————— TACEAATATATATACA

1112596 -

droWil?2

scf2 1100000004902:91557~-

dwi_ 5414

91733 -

droVvir3

scaffold 13047:936854-

dvi 125

937016 -

droMoj3

scaffold 6540:4939671-
4939838 -

dmo 129

- A AGCAGCTGTCTCTCGTTGT TTTCGATT TCGGGATCT THENNEACGACGHNE- - Aldle- - — - Rl --—-—- ccacgcacTcEEEE- -B- - -BEcca

droGri2

scaffold 14906:5355419-
5355600 +

dgr 461

Bc--BAAACGCAGCTGTCTCTCEATGTTTTCGATTTCGGGATCTTGTCANCECCHE- -2/ - - - - —-—--- rcaacaaiccaaaraaficaacta

droAna3

scaffold 13340:938709-

dan 4037

938910 +

=

b C T - -\l A CGCAGCTGTCTCTCGTTGTTTTCGATT TCGGGATCTTGTCAACGIECGCIMNSA T - - -Ealg- ---- TAAR-]

droBipl

scf7180000394085:58792~
59005 -

J YR CTT/d- - CAACGCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGTCAACGECGCY--RTl----a-—-—-———---

droKikl

scf7180000302475:1404681~-

1404883 +

ccr Ti- -IAlA ClCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGTCAACGACGCC - - XN Nelen el - — - - TAAR-

droFicl

scf7180000453800:2293376—-

2293558 +

_____________ TacaSE-Scacay-INe

cclldr T - -I\afaclic AR\ C TG TCTCTCGTTGTTTTCGATTTCGGGATCTTGINCAACGACGCEY- - AT/ - - - -[Eafl- - ---

droElel

scf7180000490995:524615-
524795 -

————————————————————————————— TACASE-[SCEACI- NG ccir Th- -l ClCAGCTGTCTCTCGT TGTTTTCGATTTCGGGATCT TGRCAACGACGCI--[ET/e- - - -Erife- - - - - {eN-B

droRhol

scf7180000777158:35525~-
35702 -

——————————— TACASE-[SCEAIN- NG ccir Th- -IXafiA ClCAGCTGTCTCTCGT TGTTTTCGATTTCGGGATCTTGRCAACGACGCC—-AT/E- - - -[Ealile- - - - -i{N-B

=

droBial

scf7180000302402:8304635-

8304830 +

___________ EXeciccle-eafac

droTakl

scf7180000415380:1425661~-

1425844 -

droEugl

scf7180000409692:687976~-
688182 +

dm3 lchr3rR:6216949-6217127 + |dme 373 |fA-EW-------- e — — — — — — = — == — = ———— MaldrereacacTrErMcalcceTc-AGTRAGATCTCGGGTTIGTTGCACGACGAGACAGTTCC TN A elcce- - — - ——-——————- GCAnA ARG A CleleFAT Thy- - I~ ClCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGICAACGACGCC--ATY- - - -[EAl
ldrosim2|3r:14862061-14862465 - |ldsi 32455|f\-E-------- T — — — — — = = = = = = = = = — = = ArfgrEreeacacTTETEcARNGCGTC-AGTGAGATCTCGGGTTIGTTGCACGACGAGACAGTTGC TN A EccC - - - -l --—--—---- GCAAR 2GR 7 7 2\ S o2 [ BXFCEccE-AcaBac ccfoAT TH- -IXG¥ACIICAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGRACAACGACGCC--AT[E- - - -EAMy
droSec2|lscaffold 0:15728305- dse 1842 (N\-BR-------- T~ = = = = = == === === === afdrerenrcacTrgrRcallccGTC-AGTGAGATCTCGGGTTEGTTGCACGACGAGACAGTTER TN deccc- - P - —-B--—----—--- GCARA A R A A TC A A . TaCASCHECHAN-ING ccrTh- -LXeA ClCAGCTGTC TCTCGTTGTTTTCGATTTCGGGATCTTGCAACGACGCC--ATY- - - -[gal%
15728509 -
ldrovak3|3R:10242714-10242919 + |dva 1794 |\-EE-------- e — ArErErfErcacT TETRCARGCGTC-AGTGAGATCTCGGGT TEGTTGCACGACGAGACAGTTGCTIN A Jgcce-- - —-|-——---———--—- G A R A A TCA A - B cEccE-RAcalac ccfeRr - -feAClCAGCTGTCTCTCGTTGTTTTCGATTTCGGGATCTTGICAACGACGCC--ATH- - —-EAy- - - - - B - - A - T T O e A [T G By — — — — — — e T2 TR A
droEre2|scaffold 4770:15403299- |der 1519 |[c-[fy-------- . T ek St & Teh SRS SV~ e e T/ den G AG T Tl TR CAINGCGTC-AGTGAGATC TCGGGT TIGTTGCACGACGAGACAGTTCC TN e cc- - -Qcc---F--—-—--—---- GCARA A CAA T T A A B A2 AaTACAEeCHETY- N cclir Ti- -IXefA ClCAGCTGTC TCTCGT TGTTTTCGATTTCGGGATCTTGRCAACGACGCC—-AT/E- - - -[Eall ATATEAA=\
15403528 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:7251722-7252000
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http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3825.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_0:1112324-1112596
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2479.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:91557-91733
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5414.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:936854-937016
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_125.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:4939671-4939838
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_129.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:5355419-5355600
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_461.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:938709-938910
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4037.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000394085:58792-59005
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302475:1404681-1404883
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453800:2293376-2293558
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000490995:524615-524795
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000777158:35525-35702
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:8304635-8304830
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415380:1425661-1425844
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409692:687976-688182
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:6216949-6217127
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_373.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:14862261-14862465
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32455.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:15728305-15728509
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1842.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:10242714-10242919
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1794.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:15403299-15403528
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1519.html
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[View on UCSC Genome Browser {Cornell Mirror}]

dps 117 (2:5026866-5026925 - ||candidate-rescued | Canonical miRNA || intergenic
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Flybase annnotation
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Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M040
GSM444067 GSM343916 M062 V112 MO59
CGACGCTGGCGTCGTCGCCGTCGCCTTCTCTGCCGCTGACGCTGCCGCTGACGATGTGAGGCCAGCCGCTGGCTGCGGCCGCTGTCGGCTGCTTGCCTGCACCCGETCAGCGTCAGTGTTCATTTCCCCATCGAGTCGGCCACACACGGGCAGGAGGCGT female
Read # Hit |Total body head embryo head male embryo
dekde ek ek ke k ke ko ke ke k k(O CCCCCCCe e COCCCCCe COC CCCCCCa e e ) I ) oI ) eI )) o)) ) ) ) ) o S kkekkekkkkkkkkkkkkkkkkkkkkkkkkkkkk**k** 5jze Mismatch Count Norm Total body
.................................................. ACGATGTGAGGCCAGCCGCTG M « ¢ v v e e e ettt e et e e e e e e e ettt e e e e e e e e e e e et e e et e ie et ettt 200 1 8.00 8 3 2 0 2 1 0
.................................................. ACGATGTGAGGCCAGCCGCT « « + ¢« e e e e et et e e et e e e e et e e e et e e et e et e e e e e e e e et et e te e ae ettt 20 O 1 3.00 3 1 2 0 0 0 0
.................................................. ACGATGTGAGGCCAGCCGC . « v v e v v et ettt e e et et e e e e e et e e e e e e e e e et e e et e e e e e e e e e e et 190 1 3.00 3 1 1 0 1 0 0
.................................................. ACGATGTGAGGCCAGCCG « « ¢ v v e e v e ettt et e e e e e e e e et et et et e e e e e e e et et ee et ee ettt 18 0 1 2.00 2 1 0 0 0 1 0
.................................................. ACGATGTGAGGCCAGCCGCTGGC « « + e v e e e e e e et et e et e e e e e et e e e et e e e et e e et e e e e e e e et te e ettt et et 230 1 2.00 2 1 0 0 0 0 1
.......................................................................................................................................... GCCACACACGGGCAGGAGGCG. 21 0 1 2.00 2 2 0 0 0 0 0
.................................................. ACGATGTGAGGCCAGCCGCT . -« . vttt ittt e ettt e et et et e e e e e e e e e e e 2 1 2.00 2 0 2 0 0 0 0
..................................................................................... CGGCTGCTTGCCTGCACCCGGTCA &+ e e e e e et ee e e e e eaeenaeneeneeneeneeaeeaennanaas 24 0 1 1.00 1 1 0 0 0 0 0
............................................................................ efelololeloki ek oleleT ol et ol il clo NP~ B 1 1.00 1 1 0 0 0 0 0
......................................................................... TGCGGCCGCTGTCGGEETGCTTG - - « e e e e e s s m e e s caaaaaaaaaaaastosonacaacaaaaaaaaanananeancaaa--2222 o 1 1.00 1 1 0 0 0 0 0
.................................................... GATGTGAGGCCAGCCGCTGGC « « + v v e e e e et e et e et e e e e e e et e e e e e e e e e e et e et et et et te et et ee et eaenee. 20 1 1.00 1 1 0 0 0 0 0
.................................................. ACGATGTGAGGCCAGCCGCTGl. « . ottt ittt ettt e et et e e e e e e et e e e e e e e e e et 22 1 1 1.00 1 0 0 0 0 1 0
............................................................................... CGCTGTCGGCTGCTTGCCTGCACCC G « v v e e e e e e et et te et e e e ee e ee e ee e te e eiaennenaenae 26 0 1 1.00 1 0 0 1 0 0 0
.................................................................................................................. AGTGTTCATTTCCCCATCGAGTCGG . « v vt vveeevnennennens 25 0 1 1.00 1 0 0 0 1 0 0
.................................................. ACGATGTGAGGCCAGCCGCTGG  « « + e v v e e e e e e et e et e e e e e et et e e e e e e e e e e et e e e e e e e e et e e et ettt 220 1 1.00 1 1 0 0 0 0 0
................................................................................................................................... CGAGTCGGCCACACACGGGCAGGAGG. .. 26 0 1 1.00 1 0 0 1 0 0 0
.................................................................................. TGTCGGCTGCTTGCCTGCAC . « « e e te et e et e e e e e e e e et e e e et e ettt te et eineenenaa 20 0 1 1.00 1 1 0 0 0 0 0
................................................................................................................................. ATCGAGTCGGCCACACACG. .. ......... 19 0 1 1.00 1 0 0 1 0 0 0
..................................................................................... CGGCTGCTTGCCTGCACCCGGTC . « v v et e e e e e et e e e e e et e et e e e it eiaeeaenenae 230 1 1.00 1 0 0 0 0 0 1
.................................................. ACGATGTGAGGCCAGCCGCTGGCTG A « < o =t ot oo oo e soaaaa e aaao oo s aaaaaaaaaaaasonasescaacaaaaaaaaaasancnacancaaaa225 10 1 1.00 1 1 0 0 0 0 0
.......................................................................................................................................... GCCACACACGGGCAGGAGGC.. 20 0 1 1.00 1 1 0 0 0 0 0
................................................... CGATGTGAGGCCAGCCOAI . . - . ottt ittt ettt et e ettt e e e et e e e et e e e ettt e et et 203 5 0.20 1 1 0 0 0 0 0
Anti-sense strand reads
M040
GCTGCGACCGCAGCAGCGGCAGCGGAAGAGACGGCGACTGCGACGGCGACTGCTACACTCCGGTCGGCGACCGACGCCGGCGACAGCCGACGAACGGACGTGGGCCAGTCGCAGTCACAAGTAAAGGGGTAGCTCAGCCGGTGTGTGCCCGTCCTCCGCA female
Read # Hit Total body
Tkdkkkkkdkkdkdkkkkkokdkkdkdkrdkrdkkdkkkkrkkr (OO COCCCCCe o e COCCCCC COC CCCCCC e e )Y )oY o)) o)) eI ) o)) )))) .. Hkkkkkkkkkkkkkkkkkkkkkkkkkkkk*k*k**x** 5jze Mismatch Count Norm Total
....................................................................................................................................... AGCCGGTGTGTGCCCGTCCTC. ... 21 0 1 1.00 1 1
............................................................................................................................... GGTAGCTCAGCCGGTGTGTG. « v vevnvevnen. 20 0 1 1.00 1 1
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldp5 |2:5026816-5026975 - ldps_117]lceacceTeg------ CG—--—-- TC——————————————— GTCGC---CGTCGCCTTCTCTG-CCGCTG--—--A---CGCTGCCGCTGACGATGTGAGGCCAGCCECTGGCT-———————————- GCGGCCGC--——--—- TG————————————m TCGGCTGCTTGCC--TGCA-—-——-——~ CC--CGG-—--—--- TCAGCG--—--- TCAGTGTTCATTTCCCCATCGAGTCGGCCACACA--CGGGCA-———————-—- GGAGGCGT---——-—-———~— |
ldroper2|lscaffold 19:732278-732437 - || lceaceeTee------ CG---—-- TC——————————————— GTCGC---CGTCGCCTTCTCTG-CCGCTG---—[8---CGCTGRCGCTGACGATETEAGECCAGCCECTGGCT-—— - —— - —— - —— - GCGGCCGC--——-—- TG—— === === ————m TCGGCTGCTTGCC-—-TGCA-—-—————- CC--CGG-—--—=--- FERGCG--—--- TCAGTGTTCATTTCCCCATCGAGTCGGCCACACA--CGGGCA-————-——-—- GGAGGCGT——-————————— |
droWil2|lscf2 1100000004902:11175864- FGACGGE —————— cly------ TC-—————————————— - -[ErTcCTEcT/E---- - - e T- - - TGGTeeieeT - - - —- - —-—-—-—-—-—-— - — - - _HBGCAGT TGC TG T TG8- T T T TGGC AT T TG e T T e T -TlElerc---- - - -F8- - - -EEEEEEE e - -HGG-------- SN ------ TCAGTGTTHATTTCCRCATCGAGTIGGCACACA - Cl— - ———-—-—-- i — -~ = === ===~
11175987 -
drovir3|scaffold 12855:2693621- dvi_ 106|cceNciecE------ BG----—-- TC--————————————- e - B - ————--[-B-----[ETEE- cccaleTcen - - - - - - - —- - - - ————— - - —— - _lIGCAGTTGACGTCGARA[ecC TR IfeCGGCGCTGCCCGTREITGGCTGCCAGCTGCHE TNl TOAGCIENACGGCCAACGTE NS TECAGTCGE C/o T CREEE ErcacTirTaTTTCCRCATCGAGTINAC A C AR - - CINSCINE - — - —- - - -—-- G CCR-—--—-—-—---
2693788 -
droMoj3|lscaffold 6540:11894784— dmo_261|/ciMcGCTCl------ CG--—-—-- --------------- - - - — - - ————-_[Si-B- - - - -[ETEE - cccTACeA - - - - - - - - - - - — - _[dRGCAGTCAGCGCTGEA - - - - - EEEEE - -BEGCGCTGCCTGTGCTGGCTGCCAGTTGCME TAIEGLITEAGCIIEFACGGCCAACGTE oEeEEEE e CAGT/eREEEE TCAGTHTTRATTTCCAcATCGAGTIENACE A CARRY - - CIXS - - —-------~- Bl\2cecy------------
11894934 -
droGri2|scaffold 14624:2256914- [ TE T — ch--—--- Eclelehy---—-------—-- GTigyc-—-fcTiicclerTidec Teh\clcc T - - - -[8- - ~-ficc Teciic cThXeckesk T clelic chiicccec T e T - - - — - - - - —- dilecccice------- B T e ieAEle - - - - - - - -EEEF acaGecE T AARTTEEGCAAR CGTCAGT/HEREEEEE TCcAGTHTTRATTTCCRCATCGAGTINACIACcACA - - CcCl)CINE - - -[EeeeN- - cler - --—-—-----—-
2257090 +
droAna3|lscaffold 13340:6482871- copcci¥ec------ CG--—-—-- IeGATGTGGCTGCCGCTECHASEERIdEC T/HeT GIiTGlEc ARG T/leiNeERE c B r elelilele relelife C T e CldeCAGASST - - - - - - - - - -EEEEITCTGCTGCT TT/HeT T{lCREEEE TG-——————————————m—m—— - THGGCEENNTTGCC- - - ———————- y--HeG-------- CAccG------ TCAGTGTTCATTTICCCATCGAGTCREACINecAcASACccclic AN Neci\a GGl T- - - - - - - - - - - -
6483053 +
droBipl|scf7180000396708:2366141—- coepycci\cly------ cogeleelcle-------—-—--—- CGT[OEREITE - - - - - - — - —[Shi- B - - [ElehiA B c B el Gl A S T elelile cSlelCile C AG RO T - - - - - - - — - - BT C TGCTGCT TT{Hle T T/leuER e THGGCERLNITTGCC - - - ———————- y--pec-------- PcaccG------ TCAGTGTTCATTTHCCCATCGAGTCIMcINecacA®caaiica----—-—--—- GGAGEGE------------
2366292 -
droKik1l|lscf7180000302706:2172587— cREccecle------ BG------ - ehlele A TEele - - - - - - - - -TC-RB-—-—-[8cEEN-TcclcTcee- - - - - —-—-—-—-—-— - — - — - - —T[ellGCEEECGCCGACE- - - - - TEAREEEEEE TG-—=——————————m—m—m - THGGCEGENATGCC - - - ———————- TTTTTACEEEEEEE SCAcciilaSeTCcAGTGTTCATTTCCCCATCGRARTCGGCACARA--CcoleClg----------- O - — — = == === ===
2172707 +
droFicl|scf7180000454104:908469- CGACGHJecH------ - - ---—-—-——————- - - BB B _eele - - - —-—-—--------—-—————_[lGCAATCGCCGACGCTCET T T[oREE TGR———————-————— - ——— GIiTElESlcAAILIECIoRE - - - - FEEEEEEE - -feG-------- Pcacch------ TCAGTGTTCATTTCCCCATCGAGTCGGCIACARA--cclocle----------- cp\acjcolg--------—--—-
908579 -
droElel|lscf7180000491023:503305- FGACECTG —————— BG----——-fy---------—-———- GleRiGH- - -lG TG CE THIEC TG -FGH T G- — - - A- - — G C T G C R — — — ~ ~ TGCTGATGCA--—-A BTGCATCRINEAGGCGGTGGCTGCGGREEEEEE TCClm e T GCIXGYTGCg-—-—-—-—- = — — e GCG—————~- GTclEea---- [lereccipleTiNcAlXicclecacEce- -Eececlg----------- c\ecigcT------—-—-—-
503448 -
droRhol(scf7180000779228:19070-19178 CGACGHJecH------ - - - - W B eele - - - —-—-—----------—————_[GCAGTCGCCGACGTEC/ET T T[T TG-————————————m——m THGGCEYAT TGCC - - - ———————- y--feG-------- PcaGCl------ TCAGTGTTCATTTICCCATCGAGTCGGCACARA--ccloclg----------- cp\achjcolg-----------—-
+
droBial|lscf7180000302402:3416414— (i C T G Glelehqelele|C G — - — - — - Bc----—-—--——————- Ec/eTRERele - - - - - - - - -[SleRtele - - -[EcREN - TGC/deelclee - - - - - —-—-—-—-—-—-—-— - - - AllGCACTCGCCGACGTECETT TRREEEEE TG-————————————m—m—m—— - THGGCEENNT TGCC- - - ———————- Gy--Ecc-------- [SCAGCH------ TCAGTGTTCATTTCCCCATCGAGTCGGCCACAGA--CGGClg----------- cpacljccle------------
3416549 +
droTakl|scf7180000415245:186272- ccldcoifec}------ CG--—--- TC-=—————————————— e - - e e -----—-—-—-—-—-—-—-— - - HlIGCACTTGGCGACGTECETT T TR 2 R GIiT/Elelslc AL ICICIoRES - — - - EEEE y--fee-------- Pcacch------ TCAGTGTTCATTTCCCCATCGAGTCGGCIACARA--ccloclg----------- cp\achjcolg--------—--—-
186388 -
droEugl|lscf7180000409470:253101- N\~ cocl\cle------ BG------ - ehlee REele - - - - - - - - -TC-B--—-—-[8cEEN-TGcla- - - - - - - - —-——-———— - [Tl CIlGCAATCGCCGACATTCETT TR Tol-f-------------———— - ———- BIGGCRENATTGCC - -~ ————— - y--HeG-------- [SCAGCH------ TCAGTGTTCATTTCCCCATCGALNNcGGCacAgr--coleclg----------- cpacljcclg------------
253233 +
ldm3 lchr3R:5919844-5919974 + | [BeacclEgcl------ CG---—-- 2 — e T e - [lil-B- - - ECEEM_ccRATCeT----—--—--—--—--—-———— - - [RlIGCAGTCGCCCACCT /T T T o —— T —— TleleleCCAILNCISCI - — — — [ E--fleG--—----- ECAGCH------ TCAGTGTTCATTTCCCCATCGAGTCGGCIACAMA--celloclg----------- clachjccl------------ |
ldrosim2|[3r:15128586-15128716 - | lceacclfgcl------ CG--——-- R — G T T - - - - ——— -[oi- - - - - [ - rccAS e T- - - - - - - - —---——-- - ——— - J&iicCACTCGCCGACGTE T TTE R Tol-g§---------—~————————--—————-} TelelecCAINNCICITR - — — — B E--feg----—--- Eeaccl------ TCAGTGTTCATTTCCCCATCGAGTCGGCHACARGA--cclocfg-—----—---- clachcclR------------ |
droSec2|lscaffold 0:15993565-15993695 CGACGHEGH------ CG-—-—-- - G TTRERE - - - - - - - - -/ Si-H- - - —-[EcEEN- TcfalclleT- - - - - - - - —-—-—-— - — - — - - HBGCACTCGCCGACGT AT T TRREEEEE Tol-p------------——— - ———- BGGCEEINTTGCC - -~ —————— - y--HeG-------- ScAGCl------ TCAGTGTTCATTTCCCCATCGAGTCGGCACARA--coleclg----------- cpacljcclg------------
ldrovak3|[3R:9967383-9967541 + | lceacclfecl------ CG-—————[f- - ACT/Ioi /e C TS T GCTGEC/EmT T/l - TSl T - - — - - - — - - - —-——— - - ——— - —— - [GCATTCGCCGACCTECET TTo—— e T T —,—,— - TlelelslcCAlCICIoNN - — — — [ - -fec-—---—-- CO Nl TE— TCAGTGTTCATTTCCCCATCGAGTCGGCIACARA--ccfdcE----------- EalXer}ecaceceeceacad
droEre2|lscaffold 4770:15680270- CGACGHeGR------ CG-—-—-- - EcTTTRERE- - - - - - - - -{-B-----EcTcecTecadcer- - - - - - - - —-—-——-—— - _HBGCATTCGCCGACGTECETT TRREEEEE Toly-j-----------------—-—————--§ B GGCINT TGCC - - P ———————-- y--HeG-------- [SCAGCH------ TCAGTGTTCATTTCCCCATCGAGTCGGCRACARA--coleClg----------- gnJNerecaceaeaeecacag
15680417 - \
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:5026816-5026975
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:11175864-11175987
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12855:2693621-2693788
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_106.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:11894784-11894934
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_261.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14624:2256914-2257090
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:6482871-6483053
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396708:2366141-2366292
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302706:2172587-2172707
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454104:908469-908579
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491023:503305-503448
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779228:19070-19178
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:3416414-3416549
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415245:186272-186388
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409470:253101-253233
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:5919844-5919974
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:15128586-15128716
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:15993565-15993695
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:9967383-9967541
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:15680270-15680417
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[View on UCSC Genome Browser {Cornell Mirror}]
dpS 3829 | XR group6:4377316-4377404 - ||candidate-rescued || Canonical miRNA | CDS
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No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR902012
M040
CNS Vv11l2 M059 SRR902010 SRR902011 GSM444067
AATGAGGCGGAGGCGCATGCCTTTGCTACGGCCCAGGGCTGGCCGACCGAAGATCTGCGCGAGATTGGCAAGCGTCTGGTGGCGCTGGACAAACTGAATCCGGCGCGACCTCGCATTGCCATACTAACGCAGGGCTGTGATCCCGTGCTGCTCATCCAGCGGGACTCGGTTGAAGAGTTTCCGGTCACA female imaginal
Read # Hit |Total body |disc male embryo ovaries testis head
khkkhkkhkhkhkhkhkhkhkhkhkhkhkhkkhkkhkhhhhhhhhhhkhkhkdkdkdk ((. . (((. .. (((. (((((((( _________ )))))))) .))) .))) .. .))********************************************************************** size Mismatch Count Norm Total bOdy
..................................................................................... T GGAC AR A C T GARA T CC GG .t vt it et et et et et et e e e e ae o eeseeesesesesesaseeaeaeaeeeeeeeeeseseseseseensasaeeeeaeas 19 0 1 3.00 3 1 2 0 0 0 0 0
................................................................................... Gl T GG AC A A A C T G AR T CC GG s vt v et et e et et et et e e oo e ae oo eeoesesesesesesaeneaeeeeeeesesesesesesesasesoseneesenesas 21 0 1 2.00 2 2 0 0 0 0 0 0
.................................................................................... CTGGAC AR A C T GA AT CC GG G s v e vt et et et et et et e e e e oo aeaeoe o e o esaseseeeseeeeaeeeeeeseesesesesoesesaseeaneneneees 22 0 1 2.00 2 0 2 0 0 0 0 0
....................................................................................... GAC A A A C T GARA T CCGGC G G A . & i i ittt et et et et e et a o e ae oot sesesaseeaseeeeeseesesesesesesasaeasoneeeneeeas 21 0 1 2.00 2 2 0 0 0 0 0 0
..................................................................................... TGGACAAACT GAAT CCGGCGC e o v vt e e e e e et e e e e e e e ae e ae e ae e tee s eeeseeeseeeeaeeenseeeaeeeaeeeneesaeesneennnenaaa 2l 0 1 2.00 2 2 0 0 0 0 0 0
.................................................................................................................................................... TGCTCATCCAGCGGGACTCGG . v vt eeveeeeeennna. 210 1 1.00 1 1 0 0 0 0 0 0
......................................................................................................................................................... ATCCAGCGGGACTCGGTTGAAGA . v v veeenn... 23 0 1 1.00 1 1 0 0 0 0 0 0
.................................................................................................................................................... TGCTCATCCAGCGGGACTCGGT + v v v e v v veeeeeennnn. 22 0 1 1.00 1 1 0 0 0 0 0 0
.................................................................................... CTGGACARAC T GAATCC GG e v v v e e e e e et e e e e ettt e e e e et e e e ettt e e ettt ettt e ettt ettt ettt e e e et ee e 20 0 1 1.00 1 0 1 0 0 0 0 0
...................................................................... el eleli kel e elotel el el eT:Ne7-V:V-N o 2% S 1 1.00 1 1 0 0 0 0 0 0
.......................................................................................................... GACCTCGCATTGCCATACTAACGCAG e + v v e e e e et e eee et tee e ettt e e et e s et ssiaaaaaannaa. 26 0 1 1.00 1 1 0 0 0 0 0 0
.......................................................................................................................................... GATCCCGTGCTGCTCATCC e v v e e e e e e e eeeesseenananeenaaaaaa 19 0 1 1.00 1 1 0 0 0 0 0 0
................................................... (7Nl el o] eTorel-Ney N i eTel el V- e o c 720 BN O 1 1.00 1 0 0 1 0 0 0 0
....................................................... i etofelele)Ne7- N elelor:V-Velof el ok et el €] 2 AN 0 1 1.00 1 1 0 0 0 0 0 0
................................................................................................................................. CAGGGCTGTGATCCCETGCTG . « - e e e e e o e eeetaaaeeaseaaaaenaaannanaaaa2l 0 1 1.00 1 0 0 1 0 0 0 0
............................................................................................................... CGCATTGCCATACTAACGCAG e + v e e e e et eee et eeee e tteee e seaeeeeesaaeeesnnaneennnaa 2 0 1 1.00 1 1 0 0 0 0 0 0
................................................. A A GATC T GC G G AGAT TGGC A . « v v v e e e e e e e e e e e e e e e ee e e e ee e e e eee e e e eeee e e eeeeeeeeseeeeeeeeeeeeeeeeeeeeaeeeeeeeeeeeeeeeeeeeeeeeeeeseeneeeananaanaaa 2l 0 1 1.00 1 1 0 0 0 0 0 0
....................................................................................................................................... TGTGATCCCGTGCTGCTCATC e v v v e e e e eeeeeeeeeeeeennnnanennaa 2 0 1 1.00 1 1 0 0 0 0 0 0
................................................................................................................................................ GTGCTGCTCATCCAGCGGGACT . v v e e v v veeeeeenennnaaa 22 0 1 1.00 1 1 0 0 0 0 0 0
............................................................................................................................. AACGCAGGGCTGTGATCCC G T v v v v vt ee e et eeeeesnsaeeeeeneaeeennnaneenaaa 2l 0 1 1.00 1 1 0 0 0 0 0 0
..................................... elokiele]ofole7:XoTof eV e N1k 1 €0 P~ I 1 1.00 1 1 0 0 0 0 0 0
........................................................................................... AACTGAATCCGGCGCGACCTCGC A e vt e e e e et e e e e et aee e e aaaeeesenneeeeeeeeeeeeeneeeeeeeaeeeeenneeeennnaneenaaa24 0 1 1.00 1 1 0 0 0 0 0 0
....................................................... i elelelote) N ey N el eTol. V- eTof € oL €] e~ S O 1 1.00 1 1 0 0 0 0 0 0
.................................................................................... CTGGACARAC T GAATCC GG G e v v et e e e e et e e e ettt e e e e et e e e ettt e ettt et e ettt e ettt ettt e e e e .20 1 1.00 1 1 0 0 0 0 0 0
....................................................... i etofelele)NeT- N el elor: Vel o] el o e el 2= TN 0 1 1.00 1 0 0 0 0 0 1 0
................................................. AAGATCTGCGCGAGATTGGC & e v v v v et e e e e et e e e e e et e e e e e et e e e ettt e e e ettt e e ettt et e e e et e e e e e e e e 200 1 1.00 1 1 0 0 0 0 0 0
.................................................................................................................................................... TGCTCATCCAGCGGGACTCG . vt v e eeeneenannaa 20 0 1 1.00 1 1 0 0 0 0 0 0
............................................ GACCGAAGAT CTGC G G AGAT TGGC e« v v vt e e e e ettt e e e e et e e e et e e e e ettt e e ettt e e e ettt e e e ettt e e ettt ettt e e ettt e et e e e e e e i 250 1 1.00 1 1 0 0 0 0 0 0
......................... (ohiy-Nefelelelofer:Yele]eloki Hetelof ol e\ o o).V NN X 1 1.00 1 1 0 0 0 0 0 0
................................................................ i elel ol eTot el ol e e e le] ] s e I O 1 1.00 1 1 0 0 0 0 0 0
..................................................................................... TGGACAAACTGAATCCGGCGCGA s & et e e ettt e e e e et e e e e et e e e e et ee e e et ee e e et e st e st e st seaeeeeea 23 0 1 1.00 1 0 0 0 0 1 0 0
....................................................................................... GACARAACTGAATCCGGCGC e v v vt e e e e et e e e e et e e e e et e e e ettt e e e ettt ee e ettt e ettt e et et 19 0 1 1.00 1 0 1 0 0 0 0 0
................. PGCC T TTGC T ACGGCC CAGGGCT GG . « o v v« e e e e a e e e e a a e e e e e e e aa o aa e aa e aa e e e e e o e e e o aaaaa e s a o e e e e e e e e s s e ea e s aaeaaasaeaaesaaeeeessaeeeeaeaeaaesaaeseaseaaaaassaaaaeaaaanaaaanaaa25 0 1 1.00 1 1 0 0 0 0 0 0
........................................................................................ AC A A A C T GA AT CC GGl G s vt et et e e e e e et e e e e et e e et e asosesaeeeaeeeeeeeeeeeseseseseeaseeneeeeeeeeesesenenenaas 18 0 1 1.00 1 1 0 0 0 0 0 0
........................................................................................................................ AT ACTAACGCAGGGC TG T GA .. & i it et et et et e eeeeeeeeseseseeeeaseensaneaeeeaeas 20 0 1 1.00 1 0 0 1 0 0 0 0
....................... etk Nelelelolotol-Nelelelokiele] o] o] e\ oL ol )N~ A 1 1.00 1 1 0 0 0 0 0 0
........................................................................................................ GCGACCTCG AT TG CATAC T « v v e e e e et e e e e e teeee e eeeeeeeenaeeeeenaaeeeenaeeeeenaeanennnaa 2 0 1 1.00 1 1 0 0 0 0 0 0
....................................... ieleTolofe)-Nololer-V-Ne) ok etof e] o] e N e TN X T O 1 1.00 1 1 0 0 0 0 0 0
........................................................................................................................................... ATCCCGTGCTGCTCATCCAGC e v v v et et et e e e e e eeeneneeseeas 21 0 1 1.00 1 1 0 0 0 0 0 0
Anti-sense strand reads
M040
M022 SRR902010 |SRR902011
TTACTCCGCCTCCGCGTACGGAAACGATGCCGGGTCCCGACCGGCTGGCTTCTAGACGCGCTCTAACCGTTCGCAGACCACCGCGACCTGTTTGACTTAGGCCGCGCTGGAGCGTAACGGTATGATTGCGTCCCGACACTAGGGCACGACGAGTAGGTCGCCCTGAGCCAACTTCTCAAAGGCCAGTGT female
Read # Hit |Total body |male ovaries testis
dkhkhkkhkkhkkhkhkhkkhkhkhkkhkhkhkhkhkhkhhkhkhhkhkhhkkhkkhkkhkkhkhkhkkhhkhkhhkhkhkdhhkhhkhhkkhkkkkkkkk* CCo o COCe o COCa e 1)))))))L)))L))) .. L)) Kk kkkkkkkkkkkkkkkkkkkkkkkkkkkkk*kk*** gjze Mismatch Count Norm Total body
................................................... ol A G A C G Gl T C T A A C C G T T . v vt et e e e e e et e o e o e e e e e e e et e s ae oo oo oo oo eeoeeesesesesesesesaeeeaseeeeeseesesesesasesasaeasesessssesesesesesesesaseaeaaas20 0 1 2.00 2 2 0 0 0
.................................................................................................. - Xelelolo] eTorel ok el ey-NeTof el V- Yo e RN 0 1 1.00 1 1 0 0 0
......................................................................................................................................... ACTAGGGCACGACGAGTAGG T+ v v v v v et et seeeeeeeeneneneaaaa 2 0 1 1.00 1 1 0 0 0
.................................................................................................................................................. CGACGAGTAGGTCGCCCTGAG . + v v e v v vveeeeeennnnaa. 210 1 1.00 1 1 0 0 0
............. eloTei-Nelele7:V:V-Nel e N ¥ eTofef el ] e o2 I O 1 1.00 1 0 0 0 1
................................................................................................................................................................ CCCTGAGCCAACTTCTCAAAG........ 21 0 1 1.00 1 1 0 0 0
...................................................................................................................................................... GAGTAGGTCGCCCTGAGCCARA . v v e v eveeeeennn. 210 1 1.00 1 1 0 0 0
......................................................................................... (& T T2 e (6 7 e @ (S T (R R (5 1 1.00 1 1 0 0 0
......................................... (o et eTogi el el o s ohi N e - o e 1o I < B O 1 1.00 1 0 1 0 0
...................................................................... N eTelol N e\ o1o7:Nof o] e1o] e7:Vof o4 € 2 N O 1 1.00 1 1 0 0 0
................................................................................................ TTAGGCCGCGCTGGAGC GTAR .+ v e e e e e e e e e e et ee e e e et ee e et teee e e s teeee e st e seaeaaesaaaaaeaanaaaa 2 0 1 1.00 1 1 0 0 0
........................................ (oot elel ek el eTohiki ol - e7:Vof €] e] €0 N 0 1 1.00 1 1 0 0 0
....................................................................................................... GCGCTGGAGC GTARCGGTAT G e v e e e e et e e e e et eee et teee e s eeeeeeseeaesesnaaaeessaaneennnaaaaa 2l 0 1 1.00 1 1 0 0 0
...................................................................................... CCTGT TTGAC T TAGGCCGC G T e & e e e e e e e e e e e e e e e e et e ee e e e eee e e teeeeseeeeeeeeeaeeeeeeaeeeeeaneeeeenanennnaaaa22 0 1 1.00 1 1 0 0 0
................................................................................................................................................... GACGAGTAGGTCGCCCTGAGC . v v v e v v vveeeennnn... 21 0 1 1.00 1 1 0 0 0
......................................... (o et etk eleTok ok -N Yo7 et of €] ol L I O 1 1.00 1 1 0 0 0
........................................................................................................................................................... GGTCGCCCTGAGCCAACTTCT . v e e v eewnn... 21 0 1 1.00 1 1 0 0 0
............................. ofofeTelelifololoter-Nol of e eT okl el ol L I O 1 1.00 1 1 0 0 0

Show Alignment With Reads H

Re-alignment of all predicted orthologs

Species Coordinate ID Alignment

EEE

”XR_qrouD6:4377266—4377454 - ”dps_3829 HAATGAGGCGGAGGCGCATGCCTTTGCTACGGCCCAGGGCTGGCCGACCG———AAGATCTGCGCGAGATTGGCAAGCGTCTGGTGGCGCTGGACAAACTGAATCCGGCGCGACCTCGCATTGCCATACTAACGCAGGGCTGTGATCCCGTGCTGCTCATCCAGCGGGA———CTCGGTTGAAGAGTTTCCGGTCACA

|droPer2”scaffold_9:2666447—2666635 —”dpe_2483 ”AATGAGGCGGAGGCGCATGCCTTTGCTACGGCCCAGGGCTGGCCGACCG———AAGATCTGCGCGAGATTGGCAAGCGTCTGGTGGCGCTGGACAAACTGAATCCGGCGCGACCTCGCATTGCCATACTAACGCAGGGCTGTGATCCCGTGCTGCTCATCCAGCGGGA———CTCGGTTGAAGAGTTTCCGGTCACA

droWil2|lscf2 1100000004511:5276750- [dwi 5417 [|AATGAGGCGGAGGCHCATGCCTTTGCACHGECCAGGGCTGGCCACEG---ANCATCTECCCECACATTCCCAANCE TiYT\c Tlecleic TecaldaaacTAATCCIMYeicclgccldcGeaTTGCCATACTAACGCAGGGCTGTGATCClEGTGITGCTCATHC AN NGA - - -[TCGGTTGAAGAGTTTCCGGTHACA
5276938 +

drovir3|scaffold 13049:22492152- dvi_158 |aafeaceeeeaceecealcccTrTocEaciccEcalcciiTcoccdeccoi¥ A NEATCTECCLICACATTCCCAACCEECc TocTeccocTeaaaacTlaaTINccaleccoaccliccecaTrTaecaTacTacceaceeeTeTealccecerocTocTia T cAGCINSGA - - -fiTcec TS EcAGTTTCCic Tleaca
22492343 +

droMoj3|scaffold 6680:17099712- dmo 114 |[aafeallccllcaceclcaTrcecTTToclaceacgcalcceTeae cldecc CiMEdaCATCTECEHEACATTCECARNCE ThiT GG ToeCcTeecAAAINT A A TN G CGACCIACGCATTGCCATACT/SACGCAGGGCTGTGABCCCGTGCTGCTCATCCAGCINEGA - - -CI¥ e TenlecacTT§ccceTecaca
17099903 +

droGri2|scaffold 15121:203613-203807 |ldgr 465 [|AATGAGGCGGAGGCGRREGcHTTTGCEACGGCCAGeeTadgcMec colte EeATCTECCCACATTCECAlEECET c TG TG cTeGACAAANTGAATIICINGCGCGACCCGCATTGC @ATACTMACGCAGGGCTGTGATCCCGTGCTGCTCATCCAGCINS A/ c GG T/ealdcacT TlccilcTiaCA
+

droAna3|scaffold 13337:4137395- dan 4038 |[aafdeacceceaceeceafgeccTTocaNcceceacilccTeaecorc- - -[HECATCTECENCACATTCCCARGCEEC TcGTGeCoTgeacarldcTcaAceccilclEc cldcGeATTGCCATHC T@ACGCAGGGCTGTGATCCCGTGCTGCTCRTCCAGCGGA---CcTCGoTdenEGAGT T§ccGGTCACA
4137583 +

droBipl|scf7180000395450:265900- anfdcaceeeeaceeecalcecTTccadcceccacilceTece oG- - -[HaEATCTECENEACATTEECAACCEEC TG ToeCcoyTlecAlAAdc TCAATINCIICINYYcc recilaTTeecaThc TlacGcaGGalTacATCcCccGTGeTGC TClTCCAGCGGA---CcTCGaT/dealdcacTT8cceaTCAC
266088 +

droKikl|lsc£7180000302272:666717- AATGAGGCGGAGGCGCAGGCCTTTGCHENcGCCCANNNATGGCCGAlCG- - - AldCATCTECCHEACATTCECANNCE TCTGGTGGC¥NTGGACAAACTINAATCCGHCGCGEccilcGeaTTGCCATC TIACGCAGGGHTGTGATCCCGTMCTGCTCATCCAGCRGGA - - -lTCGGT/EeaEcArTiccecTCAaCa
666905 -

droFicl|lsc£7180000454048:724234- AATGAGGCHGAGGCECAgccCc T TGN CcAGIY TGecCEalEC G- - - dEATCTECECEACATTCECARGCELC TGGTGGCGINIGGACAAACTGAATCCGGCGCGECCECcGCATTGCCATACT/@ACGCAGGGCTGGATCCCGTMCTGCTCATCCAGCRGGA- - -WTCGGT/EeAEGAGT T8 ccGGTCACA
724422 +

droElel|lscf7180000491255:1412089- anfdcaceeeeaceciicaldecerTccaicccccaci¥icTececBnlEc G- - -[EEATCTECECEACATTCECAACCEECTGGTGGCGMGCGACAAECTGAATCCEINCGCGACC ECGCATTGCCATACT/@ACGCAGGGCTGYGATCCCGTGCTGCTCATCCAGCAGGA---lTrcceT/dealdcacTTccecTcac
1412277 -

droRhol|lsc£7180000769477:967-1151 + || |228cacecceacecReaBecerTccEcccccaciMcTeeccRalcc- - - BEeATCTECECEACATTICECARGEEEC TGGTGGCGCIGGACARACTGAATCCGGCGCGgcceaeaTTeccaracTfaceeaceseTagearccceTeeTeeTeaTccacCReca---HreceTaeaBcacTTRC oG T

droBial|lsc£7180000302193:2253856- arfdeaceeeeacecealgscerTccaNsceccacilclTGG e cEalEC G- - -HECATCTECECECACATTCECARCCEEC TGGTGGCGIIMGACAAACTGAATCCGGCGCGEccllcGeaTTGeCATHC TACGCAGGGC TRGAlcccaTGeTGeTCTCCAGCGGA---lTCaaT/dealgcAaGTTcceGTCACH
2254044 -

droTakl|lsc£7180000415706:66147-66335 anfdcalBicceacechcaldcceTTccaicccccaciiciiTccecEalEc G- - -[HgeATCTECECEACATTEECAACCERCTGGTGGCGCIGCACAACTGAATCCGECGCGlgcclecceaTTeecaTcTldacccacaaeTacaTcccaTlcTaeTcaTCcAGC}cca---cTeaeT/dealdcacTTdccecTcac

droEugl ;cf7 180000409711:6101265- AnEGAGGCGGAGGCRCAGeeTTccENsceccacETcoCcCiln G - - -HeCATCTRICCICACATTEECARGCE T C TG TGGCGNTGeEcAAANTINAATIACEINCGcalgeclecceaTTacaTcTacGeacaeeTeTeAaTCClGTc T TATCCACiNGGA---cTeaeTiXerEcaGT T ccaaTCACH
6101453 -

|dm3 lchr31:13013576-13013764 =  |dme 245 |rafcacccceacechcaBecEr rEccHENcGeccAERaT GGCCHARCG- - -HEeASCTCCCCCACATICEOARGOERC TGGTGGCCRTCCABANTN AARICCERCGcalgccficccaTTeecaThC TBACGCAGGGCTCEGATCClc TR T THATRIcAGCRGca- - -HreceTgsaBcalr icceeTCACE |
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droEre2|scaffold 4784:13021109- der 1523
13021297 -

AnEGAGGCGGAGGCHcAgGccTTEccENsceccacYeTcee g G- - -HeCAHCTECECCACATTCECARGCELc TcoTeaCcNTceaAEaAgY M \aallccalXcccoacclgcceaTTeecaTeTacGeAGGGTGcATCCliGTGCTGCTCATCCAGCIGGA - - -WTceeTEerEcacTTdcceaTCACk
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=XR_group6:4377266-4377454
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3829.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_9:2666447-2666635
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2483.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004511:5276750-5276938
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5417.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13049:22492152-22492343
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_158.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6680:17099712-17099903
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_114.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15121:203613-203807
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_465.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13337:4137395-4137583
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4038.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395450:265900-266088
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302272:666717-666905
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454048:724234-724422
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491255:1412089-1412277
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000769477:967-1151
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302193:2253856-2254044
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415706:66147-66335
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409711:6101265-6101453
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3L:13013576-13013764
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_245.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3l:12704025-12704213
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32458.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:5185161-5185349
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1846.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3L:13092479-13092667
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1798.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4784:13021109-13021297
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1523.html
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No Repeatable elements found
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hide 3p reads H show mid mismatch reads H
SRR902012
M040
V112 M059 GSM343916 CNS GSM444067 SRR902011 M062 M022
ACAAAAGCGTGGGTACTTGTTTTGAAAGAACATATCGAAGGGTTGGTAGTGATGGGACTCGTCTAGAACGAGCGGAATTTCAAACATTGCTCGACTTCAGAGCCTCAACATTACGCCTAGAGAACGCAAGCAGCTTTCGACCATGCATCCCACCAGCGAACG female imaginal
Read # Hit |Total male body embryo embryo disc head testis head male
Kkkkkhkkhkkkkhkhhkkkhkhhhhkkrhrhrkrrx (o (COCCCCCCC CCCe e e e CCe o (e e e I D)) NI INIMIN)) e Khkkkkkkkkhkkkhkkkhkkkkkkkkkk*k*k**k*k**** 5jze Mismatch Count Norm Total body body
.......................................................................................... TCGACT TCAGAGCCT CAACAT « + v e et e ettt e et et et eaeeaaeaaaaeannaannnaaaa 2l 0 1 11.00 11 4 3 3 0 0 1 0 0 0
.................................................. GATGGGACTCGTCTAGARCGAGC s « & v e v e e e e e e e e e e e e e e e eeea e e aaaeeaneeeeeeeeneeeneeeeneeeeeneeeeeeeeenseenneseneenaneeanaaa23 0 1 6.00 6 0 0 1 0 3 0 1 1 0
........................................................................................... CGACTTCAGAGCCTCAACAT . & v e e et e e et e eees e eaeesanseeaneeaneeeaneenanenaneaaa 20 0 1 2.00 2 0 0 0 2 0 0 0 0 0
.......................................................................................... TCGACT TCAGAGCCTCAACA . & v e et e e et e et e et ettt e et e eaneaaanaa 20 0 1 2.00 2 0 2 0 0 0 0 0 0 0
.................................................. GATGGGACTCGTCTAGAACGAGCGGA . « v e v v e e et e e et e e e e e eea e e eaaeaaneeeneeeaneeeaeeeeneeeeaeeeeneeeeeeeeneeeaneenannennaaa 26 0 1 2.00 2 1 0 0 1 0 0 0 0 0
.................................................. &N elele) Yok o] ehiodi-Nel- V- o] ).V 32 1 1.00 1 0 1 0 0 0 0 0 0 0
.......................... AGAACATAT CGARAGGGTTGGTA . « v v e et e e ettt e et e e et e e et e e et e e e e e e et e e et e e e e e e et e e et e e et e e et e et et eeaeeeneeeaneeeaeeeaneeeaneenneean22 0 1 1.00 1 0 0 1 0 0 0 0 0 0
........................................................................................... CGACTTCAGAGCCTCAACA . « v v e e et e e et e e et eeeeeeeeeeaaeeanaeaaneaaaneanna. 19 0 1 1.00 1 0 1 0 0 0 0 0 0 0
................................................... ATGGGACTCGTCTAGARCG . « « v v e e e et e et e e e e e e e e e e aa e aa e e e e e eeeeaaeaeeeneeneenaeeaeeaseaseeneaneeneeaeaneaneaneanaa 19 0 1 1.00 1 0 0 0 0 0 0 1 0 0
................................................... el eler- Yol ol el ofi -Ye7-V-Nof 7] o] c D20 S 0 1 1.00 1 0 0 0 1 0 0 0 0 0
................................................................................... ACATTGCTCGACT TCAGAGCCTCAACA . & v vttt e e et e e ettt eeateaaaeeaaeaannananeaaa 2T 0 1 1.00 1 0 1 0 0 0 0 0 0 0
.......................................................................................... TCGACTTCAGAGCCTCARC . & v e v et e e et e ee e e aaeeeeeeaaeeeaneeaaeeeaneennneaaa 19 0 1 1.00 1 1 0 0 0 0 0 0 0 0
Anti-sense strand reads
V112
TGTTTTCGCACCCATGAACAAAACTTTCTTGTATAGCTTCCCAACCATCACTACCCTGAGCAGATCTTGCTCGCCTTAAAGTTTGTAACGAGCTGAAGTCTCGGAGTTGTAATGCGGATCTCTTGCGTTCGTCGAAAGCTGGTACGTAGGGTGGTCGCTTGC
Read # Hit |Total male
kkkkkkkkkhkhkhkkhkkhhhkhrhhhkrkrkrkrk (.o (CCCCCo COCCe 0w e o (e o (e e e e YD) ) NI INININ)) e Khkkkkkkkkkkkkkkkkkkkkkkkkk*kk**k*x*** gjize Mismatch Count Norm Total body
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species | Coordinate ID Alignment
laps |XL_group3p:100239-100400 + |dps 110 |[ACA---AAAGCGTGGGTACTTGTTTTGAAAGAACATA----TC--GAAG---GGTTGGTAGTEATCGEEACTCCTCTACAACCAGCGGAATTTC--AAACATTGCECG-ACTTCAGAGCCTCAACATTACGCC-TAGAGAAC-GCA-AGCAGCT--TTCGACCA-TGCATCCCACC-AGC----GAACG--~- |
|droPer2|scaffold 56:124045-124205 + [ldpe 157 |[ACA---AAAGCGTGGGTACTTGTTRTGAAAGAACATA----TC--GAAG---GGTTGGTAGT EANCCCACTCEICIACRACCABEGGAATTTC--AAACATTGCECE-ACTTCAGAGCCTCAACATTACGCC-TAGAGAAC-GCA-AGCAGCT--TTCGACCA-TGCATRICCACC-AGC----GAACG--- |

drowWil2

scf2 1100000004515:1719065~-
1715069 -

oo e T s S s e

+

drovir3|lscaffold 12970:5369119- dvi 24642 F———m————=——=———=GGTAGTGATGGGACTCECTAGAACGAGEGGAATET——AACATTGCTCGACTTCAGAGCCTCAECATTACGCC—TAGAGAAH—=—=——=—=—=————=———
5369199 -

droMoj3|lscaffold 6473:4951753- dmo 3154 ’ﬁ———m"——=— - - — - B GG TAGTEATCECACTCLYECTAGAACCAGH G AN TIITh - - A CAT TGCICEEACTTCAGAGCCTCACATTACGCC-TAGAGA A Y- i — i —  — a — — — — —— — —
4951833 -

droGri2|scaffold 15203:9467769- ’ﬁ— . - W B - e GTAGTEATCCEACTU NN CTAGAACCAGHGGAAT T TN, AlECA TTGCICEEACT TCAGAGCCTCAlCAT TACGCC-TAGAGA P i R e S e - - — - E—— — —
9467849 +

droaAna3|scaffold 13334:472140-472306||dan 4039 (alfe---EarccpmccEacTTGTTETGAAAGARCANA - -GN iin A G- - -\ GETGGTAGTEATCECACTCETCTACAACCACHGGAATT TRy - EAlECATEGCECG-ACTTCAGAGCCTCAACATTACGCCHTAGAGAANNGING- AR\ cAGC T- - T TG ARC AR T G Ol N A ColelG ChdY- GlenilG - - -

droBipl

scf7180000396431:1081228-
1081392 -

‘=— - ccEceGacTTGTTTGARAGANCIENR - - - -GG AAG- - - [\GETGGTAGTEATEECACTCCTCTACAACCAGHGGALT TTHNe - AA[ECATTGCTECG-ACTTCAGAGCCTCAACAT TACGCC-TAGAGARCINGINY- AllcaGe TR T TR G AC AT G C c AC CRG ChidecEn NG N

scf7180000408958:35942-36101

droKikl|scf7180000302698:307823~- ACA---WAAGCERGGGACTTGTTETGAAAGAR A IXINNN- 1¥in 1 G- - -\ cET GG TAGTERATEEEACTCETCTACAACCACIGGAATT TIY- - AAECATIEGCECG-ACTTCAGAGCCTCAACATTACGCC - TAGAGAAC-GINe- ARNCART - - T TENGARCART G Clel N  C [l - - — — i — — —
307977 -

droFicl|lscf7180000454073:1443011- ’ﬁ— - ccEEGceiacTTGTTTcAAAGAACHEIA - - - -[¥-EiA A G- - -I\cET GG TAG TEATEEEACTCETC TACAACCACHGGAATTTC—- AN ECATGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGAGAACKEGIN- Al cAGC T- - T Ti G AR C AT Gl i C C o - — - — i — — —
1443156 +

droElell|lscf7180000491044:215079- AflA - --paAGCRMGGCRACT TG TTTGAAAGABCETA - - -~ X -fiAnG- - -[\cETGCTAGTEATEEEACTCETCTACAACCACHGGAATTTC - - AA§CAT TGCTCG-ACTTCAGAGCCTCAACATTACGCC-TAGEGAAC -GN A RIAGCT - - T TG ARCARNT G Cl N C C i — — — - - — -
215229 +

droRhol|lscf7180000779510:38402-38543 e - —-racCEmGGoACTTGTTETGAAAGARCETA - - - -[8Y- -jirAG- - -\ GET GG TAC TEATCECACTCETCTACAACCACHGCEA TT TIY- - AAECA TG CTCG-ACTTCAGAGCCTCAACAT TACGCC-TAGAGAAC-GLE- AL C AGC T- - T TH G A C A e e — — — — i~ —
+

droBialllscf7180000302041:563684— ———EAAGC=GGGEACTTGTTTGAAAGACEA————@— -frnG---I\cETGeTAGTEATEEEACTCETCTACAACCACHGCAART TC- -PrlEcddecCcICE-ACTTCAGAGCCTCAMCATTACGCC-TAGAGAAC-GINE-AlcAGC T - - T TG ARCARIT G Cl N C o - — - - - - -
563832 +

droTakl|lsc£7180000414393:30853-30988 ’ﬁ— - ccEceciacTTeTTrGARAGAMC AN - - - - - - WA AG- - - GETGGTAGTEATEECACTCETCTACAACCACHGGALATTC- - AAEClETGCTCG-ACTTCAGAGCCTCAACAT TACGCC- TAGAGAAC- G- ACAGC T- - TTEG A C A e — i~ — — ~ .~ —
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|dm3

llchrx:13553569-13553711 +

ldme_424  |Eca---Earccmccc@acTTcEIETGAAAGARCHEA - - -} -Haac---BETGeTAGTEATCECACTCCTCTACAARCACHGGAART T - AAfcATEGCECE-ACTTCAGAGCCTCAACAT TACGCC-TAGAGAAC-GRNS-AHCAGET - - T TG ATC Al et - Eit - — - — I — - |

larosim2|lx:12890288-12890429 +

lasi_32459|Eca---Earccmccc@acTTcEIETGARAGARCHEA - - - - -Hrac-- -BETGeTAGTEATCCCACTCCICTACAACCACEGGAART TC - - AASCATEGCECG-ACTTCAGAGCCTCAACAT TACGCC-TAGAGAAC- GRS AHCAGET - - T TG ATC Al e - Rt - — - — I — - |
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http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_3154.html
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302698:307823-307977
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454073:1443011-1443156
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491044:215079-215229
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779510:38402-38543
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http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_424.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=x:12890288-12890429
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32459.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_20:193510-193651
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1847.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=X:7836410-7836562
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1799.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4690:13329677-13329820
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1524.html

ID: Coordinate: Confidence: Class: Genomic Locale:
[View on UCSC Genome Browser {Cornell Mirror}]
dps 3834 |4 gl‘Ollpl :4971491-4971564 - | candidate-rescued || Mirtron | SpUTR
PSRz SR ETdmis match in alignmen _
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position 20 21 o0 23 o4 «® | | | I
Size Condition 4971600 4971550 4971500 4971450
Genomic Position
Hairpin partition -e- Sense -e- Antisense Mature
Hairpin partition Mature
Show Alternate Folds
Flybase annnotation
utr5 [utrS_plus 2731]; utrS [utrS plus 2732]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads
MO040
SRR902010 GSM343916 GSM444067 V112
TTTAATCCAGTTTCGATTGGTTATTGTGGAAGGTCGGTCGACCGGCGTGTGTAAGGGAGTGATAACAAAAATTAAGAAAAAATCCAAAAAAATAATTCAATATTTGTTAACTCTTTCCTTGCAGAAACTAAGCGAACAAGAAGGAGGCTTTAAGGAGTAACCAAGAACCTATGC female
Read # Hit Total body ovaries embryo head male
khkkkkkkkkkkkkkkkkkhkhkhkhkhkhhhhhhhhhhhdk (((. ((.... ((((((((((. (((((((((. (((.. ((( ................. )))))) .)))))))..)))))))))))) ....)) ._.))) . L okkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkhkik 5] ze Mismatch/ Count Norm Total body
.................................................................................................... TATTTGTTAACT CTTTCCTTGCA : ¢ v vt e e e et et e et et ee e eeaeeeaeeeaneeeaneenaneeaaa 23 0 1 3.00 3 3 0 0 0 0
...................................................................................................... TTTGTTAACTCTTTCCTTGCAGH . « -t vttt ettt ettt ittt et it e i e e e 231 1 3.00 3 2 1 0 0 0
...................................................................................................... TTTGTTAACTCTTTCCTTGCAG . « ¢ v e et e e e et e eeaeeeeaeeeeneenenaeenaneenaneennaeaaa22 0 1 3.00 3 2 0 1 0 0
.................................................................................................... TATTTGTTAACTCTTTCCTTGCAG . « o v e e v e et et eee et eeeeeemeesaneeeaneenaneenaneeaan 24 0 1 2.00 2 1 1 0 0 0
.................................................................................................... TATTTGTTAACTCTTTCCTTGC t ¢ v v e e et ee e e e et e e e eeeeaeeaeeanaeeaeeanenneeneenneaaa22 0 1 2.00 2 2 0 0 0 0
.......................................................................................................................... AGAAACTAAGCGAACAAGAAGGAGG . ¢ v v vt e v et eeeeeenneeanee. 25 0 1 2.00 2 2 0 0 0 0
...................................................................................................... TTTGTTAACTCTTTCCTTGCA . « v e v e e e e et e e eeae e e eaeeaeeaeeanenaeeaeennenneaa 2l 0 1 2.00 2 2 0 0 0 0
.................................................................................................... TATTTGTTAACTCTTTCCTTG M « v e v et e e e et et e et et ea e aeeeaaeeeaneeeaneenaneaaaa 2l 0 1 2.00 2 2 0 0 0 0
................................................................................................................................................... CTTTAAGGAGTAACCAAGAACCT.... 23 0 1 1.00 1 1 0 0 0 0
.................................................................................................................................. AGCGAACAAGAAGGAGGCTTTA. o« v v e eeeeneeneenne. 22 0 1 1.00 1 0 0 0 1 0
............................................................................................................................. AACTAAGCGAACAAGAAGGAGGC . « v v v e veeveneeneneenanea. 23 0 1 1.00 1 0 0 0 0 1
...................................................................................................... TTTGTTAACTCTTTCCTTGC « &t e e e e et e et e et e ee et e eaeeeaeeaeeaeaneeaeennennea 20 0 1 1.00 1 1 0 0 0 0
.............................................................................................................................................. GGAGGCTTTAAGGAGTAACCAAGAACC..... 27 0 1 1.00 1 1 0 0 0 0
........................................................................................................................... GAAACTAAGCGAACAAGAAGGAGG . « « ¢ v v v vt eeeennenneennaana 24 0 1 1.00 1 1 0 0 0 0
........................................................................................................................................... GAAGGAGGCTTTAAGGAGTAACC. .. vvvvu.... 23 0 1 1.00 1 1 0 0 0 0
........................................................................................................................................... GAAGGAGGCTTTAAGGAGT .« o e v v vvveenna.. 19 0 1 1.00 1 0 0 1 0 0
................................................................................................................................. AAGCGAACAAGAAGGAGGC . e v v v vv e e eeeeneneennnea. 19 0 1 1.00 1 1 0 0 0 0
.................................................................................................... TATTTGT TAACTCTTTCCTBE . « -« ¢ vt vttt et ettt et et et ettt 2 2 1 1.00 1 1 0 0 0 0
................................................................................................................................................... CTTTAAGGAGTAACCAAGAACCTATGC 27 0 1 1.00 1 1 0 0 0 0
Anti-sense strand reads
MO040
AAATTAGGTCAAAGCTAACCAATAACACCTTCCAGCCAGCTGGCCGCACACATTCCCTCACTATTGTTTTTAATTCTTTTTTAGGTTTTTTTATTAAGT TATAAACAATTGAGAAAGGAACGTCTTTGATTCGCTTGTTCTTCCTCCGARATTCCTCATTGGTTCTTGGATACG female
Read # Hit Total body
***********************************._(((_._((....((((((((((.(((((((((_(((_.((( ................. ))))))_)))))))..))))))))))))....))_._)))_._.*********************************** sizeMismatchCOuntNorm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species |Coordinate ID Alignment
B l4_group1:4971441-4971614 - |dps 3834|TTTAATCCAGTTTCGATTGGTTATTGTGGAAGGTCGGTCGACCGGC----GTGTGTAA---GGGAGTGATAACAAA---AA-TTAAGAAAAAATCCAAAA---AAATAAT-—————- T———m——m———————— CAATA------ TTTGTTAA-—-————————~— CTCTTTCCTTG---CAGAAACTAA--—-GC—-G-————————————————— AACAA-—————————m———m——m = GAAGGAGG------ CTTTAAGGAGTAACCAAGAAC-CTAT--G-C-|
|droPer2|scaffold 5:245797-245970 + |dpe 116 |TTAATCCAGTTTCGATTGGTTATTGTGGAAGGTCGGTCGACCGGC----GTGTGTAA---GGGAGTGATAACAAA---AA-TTAAGAAAAAATCCAAAA-—-AAATAAT-———-—- To—mmmmmmmmm - CAATA-----=- TTTGTTAA-—-————————— CTCTTTCCTTG-==-CAGAAACTAA---GC—-G-—-——————————————— AACAA-——————m oo GAAGGAGG------ CTTTAAGGAGTAACCAAGAAC-CTAT--G-C-|
droWwil2|scf2 1100000004585:4878966-|dwi 5418 T THARCCAGTTTCIATTGGTTATTGTGGEAGGTCGGTCGARINC NI TGRGTAN- - -G RG G A TAlEC AR A — - - A A T T e — — — TTAAAAATGTACAATCTTGACTAAATINAC/CEEEEE TTTGTTAA-—-—-—--—-—- crcfdrrecleriy---cacerdNenn - - -y - GIY XN - - - —--—- CCG@AGAAATAGCAACAACTACAACAACTACAAANE - INTETNEleAGATAA A CINNEEC - - - — - - - - - - —-HaAINEEIeE T
4879177 -
Grovirs[acafiold 13246:2198307- TEAICCAGTTTCRET T GGT AT TGROGEAG6TCa0TC - R - [ IR — IR B e B [EN N LTRSS B e ________F__ B
2198436 -
aroo)3[ecaliold 6500:26320838- T RCCAGT T TR TGG T TATTGEGGghGaTCaa ATl — R L EERREEE e I —— B e e B e i
26320883 -
Gro6ri2[acatiold 15126:3159888- TETEAICCAGTTTCRET T GGT TATTTGOEA 66T CaOTC O - A B0 - R IR - e B [EN N ESELeEEEERE B e %
3759938 +
droAna3|scaffold 12943:3625657- dan 4041||TTTHARNCCAGTTTCATEGGTTATTGEGEEAGGTCGETCO R i — — — 22— - ~GGGAGTGATAACAAA - — - AA-T ToA Gl C 1A BYeby — - — el Thlaf- - — - — - - - - - ——— CAATA-—---- TTTGTTAA-—-——————-—- crcrrrccrToNmAlrlacTA---Nc--B- - - - ——————- = C Y e e e-1Y- - - —-EEEE. s cTAACCAANA AT - -}

3625804 -

droBipl

scf7180000396433:509897~-
510043 -

droKikl

scf7180000302643:149849—-
150009 +

droFicl|scf7180000453842:593650-
593794 +

droElel|scf7180000491186:1152340~- T THARNCCAGTTTCATTGGTTATTGEGGEAGGTCGETCC A - - - - - - GGEAGTCATAAAAA - -A A -[Hen AC i C A e - - - AAAT AN — - — 8- - - - BAATA-——--- TTTTTRA---——————-—- cENErciNrTc---cachiiA N - - B - -E- XSy - - - —--—- GO T T C R e G~ — — —— — — - R e — e — - -
1152472 +

droRhol|scf7180000771933:31915- TTTHARCCAGTTTCI AT TGGTTAT TGGGEAGG T CGGTCCAL I - - - - Dt - - - GGIAAGTGATAAAA - - - AA - Al ci e - - -ErnT/ gy - - -8 -—-—--———————- EGUNA TATA T CINECH TR prirdrccrre---caciir Xt - - -B- Y- - —————- i aclaNg-- - - - i — — = — = — - BB
32052 +

droBialllscf7180000302422:6989066- TTTIARCCAGT T TCGATTGGTTAT TCleRGEAGG T COGTCOAC - — — ~ it - — - LVAGAGTGCETARNAAE- - - AR [ A ARt A A 6l - —[EnATARN- — - — - ——[8-—————————————— EEiATA-————- TTTGTThARR-——-—-—-—- cTcTTccTTG- - -CAGERALN A AL Ne - Bl - LN - [l - —— —— ————— FernchniNg------——— - i — — — — —— - -\-H----EE-N_B
6989202 -

droTakl|scf7180000415708:336730- A TA L C CAGT TTCGATTGGT TAT TGGGEAGGTCGGTCGACI - - - -~ e — - - YXSA GTGATANAAA - — - AL - [Ren A Gl C pefe Y - - — Al TN - - - — - - - - ——— - ————— Hana--—--- EroidrTiA- - - ———- §- - [ENCA TR NE T TINA CEV A A A C[Sa 2 - BccaCAEEEEEEEEE ennchpd- - - i — — = — = — e » MeTel A Y- -\ C-
336871 —

droEugl|lscf7180000409767:196156- TTTIARCCAGT T TCGATTGGTTAT TCEGGEAGGTCGGTCOANC - — — ~ i Ve s le A G TGATARWAAL - - - [SA - LN A AL e c f e A e T XeTel et e - — - —— — 8- —————————————— WAATA-—-—-- T T ThARR - - - - - - —-—- [Saehi il LR Ne T T/A CIAC AR - — B - Ba 2 A CAREEEIEIE—_ INeAnChANg- - - - - i — — —— = - i LY A 2 Chia AR\ A Alg-fETARN- -I)-C-
196315 -

|am3 lchror:21114468-21114624 + |

ldrosim?]

[21:20546304-20546453 +

droSec?2

scaffold 18:1032819-1032968

4+

|droYakﬂ

!2R:1654704—l654851 -

[TTTEARCCAGTTTCIATTGGTTATTGTGGEAGGT CGGTCGAC i

droEre?2

scaffold 4845:3378455-
3378599 -

TTTIARCCAGT T TCLYET TGG T TAT TG TGGEAGGTCGGTCGAC

Generated: 09/08/2015 at 08:17 PM
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group1:4971441-4971614
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group1:4971441-4971614
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3834.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_5:245797-245970
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_116.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004585:4878966-4879177
http://compgen.cshl.edu/~jmohamme/static/droWil2/html/dwi_5418.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13246:2198397-2198436
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:26320838-26320883
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15126:3759888-3759938
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12943:3625657-3625804
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_4041.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396433:509897-510043
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302643:149849-150009
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453842:593650-593794
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491186:1152340-1152472
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000771933:31915-32052
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302422:6989066-6989202
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415708:336730-336871
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409767:196156-196315
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2L:21114468-21114624
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2l:20546304-20546453
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_18:1032819-1032968
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:1654704-1654851
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:3378455-3378599

ID: Coordinate: Confidence: Class: Genomic Locale:

[View on UCSC Genome Browser {Cornell Mirror}]

dps 297(2:1700182-1700244 - || candidate | Mirtron ||intron

Legend: mature star {0151 =10d B ITg 11911 mismatch in read

Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
= " mosmwe =
n - ®* sanmeswes @ e o sEmeme ¢ o
T \ <+ = o Tusum ¢ omm s B
o — —
\ o «
Q
w
%) 4] c
T o - - 8 c
) — L] ot} =
QO c C o -
o _% T %
o o
E ) — wn
S £ :
— o - e 0 o =
|_
o
| I— - —
I ; o
>
o= —I " | I | z
O &
1 I I 1 o = & \gﬁﬁ s \Qo& »
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Genomic Position o0 21 & 1 | | |
Size Condition 1700300 1700250 1700200 1700150
Genomic Position
Hairpin partition -#- Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
intron [Dpse\GA10500-in]; CDS [Dpse\GA10500-cds]; CDS [Dpse\GA10500-cds]; utr3 [utr3 plus 6715]; utr3 [utr3 plus 6716]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M040
MO59 GSM343916 M062 V112
GGCCTGCGCGGTGGCTACAGCACCGTGGAGAGTCTGAGCAATCGAGACAGGTGAGCTTGCTATTACTCTTTTACCTCATTCGATGAACTGAAAGTAATGGT TATCCTCCAAAGATGTCGAGTGGGCCAGATATCCCTATACGATGGCCCGCTGGCGCAGTTCG female
Read # Hit |Total body embryo embryo head male
AR e N N N e D D D e D D D D D D D D D D D D I B B I kkkkhkhkhkhkhkhkhkhkkhkhkkhkhkhkhkhkkkhkkkhkkkhkkkhkkkkkkkkkkkkkk*x***x gize Mismatch Count Norm Total body
.......................................................................................... ARAGTAATGGTTATCCTCCARR . v e e e et et e teee e e et e e e e aeeeeteaeaenananeeananas 22 0 1 8.00 8 2 3 2 0 1
.......................................................................................... AAAGTAATGGTTATCCTCCARAG . « v et et e te e e e e e e e e taeeaeenenesasasaeneneennanas 23 0 1 4.00 4 2 2 0 0 0
.......................................................................................... ARAGTAATGGTTATCCTCCA . + v et e e et et e te e e e e e e e e te e e e eeeaaaananaeneaaa. 20 0 1 2.00 2 1 0 0 1 0
........... i e et ol -Noy NeToF-Nolo] el e )\l el N3 S ¢ 1 1.00 1 0 0 1 0 0
........................................................................................... ARGTAATGGTTATCCTCCAR .+t e e e e et e e teee e e e e et e e e eaee e eeeeaeaeaananaea 20 0 1 1.00 1 1 0 0 0 0
.................................................. GTGAGCT TGCTATTACTCTT « &+ v vt et e e e e et et et et e e e e et et et e e et e e et e e e e e e e et e e e ettt et e te ettt ettt taeeeeeeneaea 200 1 1.00 1 0 0 1 0 0
..................................................................... TTTACCTCATTCGATGAACTGARRGT . « & v v ettt e e e e et et et et ettt e et et e ettt et et ettt taeaeneeenenea. 26 0 1 1.00 1 1 0 0 0 0
.................................................................. TCTTTTACCTCATTCGATGARCT G . ¢ o e e e et et et e e e et e et et et e e e et e e et e e ettt et te e et ieiaeaeneeea 24 0 1 1.00 1 1 0 0 0 0
Anti-sense strand reads
M040
CCGGACGCGCCACCGATGTCGTGGCACCTCTCAGACTCGTTAGCTCTGTCCACTCGAACGATAATGAGAAAATGGAGTAAGCTACTTGACTTTCATTACCAATAGGAGGTTTCTACAGCTCACCCGGTCTATAGGGATATGCTACCGGGCGACCGCGTCAAGC female
Read # Hit Total body
AR e e L N N N N e D D D I D D D D D D D D D D D D I B B I dhkkhkhkhkkhkhkkhhkkhkhkkkhkhkhhkhkkhkkkkkkhkkkkkkkkkkkkkkkkkk*x** gize Mismatch Count Norm Total
Show Alignment With Reads
Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
EEE [2:1700132-1700294 - ldps_297 [l6GCCTGCGCGGTGGCTACAGCACCGTGGAGAGTCTGAGCAATCGAGACAGETGAG=-============—-o—ocoooo T e R M L -t - .- ttisiii>’sisiil= i’ HP H H-H TATTACTCTTTTACCTCATTCG-A--—-T-—-—-GAAC-——-—-—=-—=-————————~ T-GRAACTARTCCT AT T~ =CCTCCARRGA TGTCGAGTGGGCCAGATATCCCTATACGATGGCCCGCTGGCGCAGTTCG|
droPer2|scaffold 7:1854046-1854208 |dpe 2494 [[GGCCTGCGCGGTGGCTACAGCACCGTGGAGAGTCTGAGHAATCGAGACAGETGAG-~————~———————=——-——-————= S TG C = = = =~ m o o TATTACTCTTTTACCTCATTCG-A--—-T-—-—GAAC-——-——————————————— T-GCRAAACTAATCCTIAS ST = = I\CFCCARARGA TGT CGAGTGGGCCAGATATCCCTATACGATGGCCCGCTGGCGCAGTTCG
droWil2|lscf2 1100000004902:9560729- GGRTGCGRGGTGGTACAGHACEGTRGAIAGTC THAGCAATCGEGARAGETEAG-— - ===~ === === - - - ————— A CA AR A s T AT TAAGAAATCGCT T TACAAAAACCCT TAACGA A S — — e e e~~~ -~ — - i~ =~ == —=—=—=—=—=—— -B- - - - -liTTcaaallicTcTGHecaTTCIE cilcildeceilelele cFNAINENNE T TI NI T/h:Niele clele ~ Shilelelel /ol Neldii T ¢
9560897 -
drovir3|lscaffold 13047:838440- dvi 14987/GGCCTGCGCGCRGGTACAGHACCGTEGAAGTCTGAGCAASCGEGACAGETEAG-—~ =~ == —— == ===~ ——————- cINe--—-—-—--—--——- T T T A AT T A GG R = — R e e T T R e —-—-——— - - AT TCcGAT - A e T e T -G Al A T ARG TR tye ~ CLYleLSYSAC A TG TCGG TGGGCCARA T T i T T ARG ATGGldccaliT GG CGCAG T TG
838604 +
droMoj3|lscaffold 6540:4833480- ceelreealecaeoiiracaciiacciitcaacTeTiAGCAAECGEGACAGETEAG-—— =~ === === - - ————— Beh- - —————— - GTCTGC AT AGA T BB ———mmmmmmmmmmmmm e - — - —— ————— B - - — - - - — - GAAATCATATTTAGCCAACHAAL- - - - - ThiccciiTGGCETEA AR C/ EINehlde clehfelele » A PN TiNe G/l ciyNTer-Nele clelofe T ielelelele) el didole
4833642 +
droGri2|lscaffold 14906:5471125- colMirccalecceoTacAGCACCOTMGARAGTCTGAGCAATCGEGACAGCTCALNII R IV NN - — - ——————- B-----—-—— == - GCAGA A A T T = — R e T A T C - - — - — AT A C T - - - -E- B A Tl A 2 B - — - -B- - - - -G-TjleaciiccTGERaceTT T EINNe c/e cleilelele c AN TiNe c TN NTer-Nele clele ~ Shilelelelelo) Xel i T &
5471290 -
droAna3|lscaffold 13340:4642488- GGCCTECCEGGI\GGCTACAGCACCGTGGAGAGTCTGAGCAATCGEGACAGETEAG-——————————————————————— CTfE8- -~~~ — = — R e e e AGCIiC Al A A TS C A - - - B B — — — -B- - - - TidTjdeeciiTaccERealiTE T clE il Nellelele » AN TiNe A ShlCIINTer\Clele  ole c shielelel /o) Xeldii T ¢
4642638 -
droBipl|scf7180000396359:547741-
547891 +
droKik1|scf7180000302388:1662080-
1662302 -
droFicl|scf7180000454106:1779545-
1779599 -
droElel|scf7180000491194:589942-
590005 +
droRhol|scf7180000779488:631857~- GGCCTMCGCGEIGGCTACAGCACCGTGGAGAGTCTGAGCAATCGAGACAGETIAG
631912 +
droBialllscf7180000302402:4312524— GGCCTECGEGEGGCTACAGCACCGTGGAGAGTCTGAGCAAT CGAGACAGGTC N
4312576 +
droTakl|lsc£7180000415310:607043- GGCCTl8ccgeEI\eGCTACAGCACCGTGGAGAGTCTGAGCAATCGAGACAGETHIAG
607099 -
droEugl|scf7180000409881:258714- GGeCTlecGEeaNGGCTACAGCACHGTGGAGAGTC TGAGCAATCGAGACAGETRAG -~~~ =~ ——————————————_ AGATGGACTTTATAAGEEEEEEEEE T G T = = R GTATATCTCAGATTTTAGTGGTAGCTCTTAGGTGAGCTCTGTGCIC-------- T TiiA - - - EE - e — — — B -B- - - - Tl ¥NicaliaTaTcEE T T)i TG T/ \CIXifehdelelNelnelete T/sFNA NN Cie A RN GIUNSIeF\Cele T ofel T Tilelele T SFNeh i T &
258914 +
|dm3 llchr3Rr:20532592-20532768 + | |ceccTcclgccieccTaCAGCACHGTGGAGAGTCTGAGCAATCGAGACAGETINgE=——————————————————————_ T GG T ——,—, A S -- =G GG R ———— -, L - TGCGAT TGAC T CA A R ---—-——-f--------—-——- - EERCAAC- - - -GGTGACTATTTTTGACTATHATTGHCHTH- - - - Ar iR T AT ST Neelele Tier A N e S N C e T Sele ri el ri A B e
ldrosim2|3r:20049958-20050154 + ldasi 2017 [lceeccTEccEeecGeTACAGCACEGTGGAGAGTCTGAGCAATCGAGACAGETINGG-——————=======—=———coooo TGGCGGAATCAGT TAG T T TG A A CACC T T TAACGAGC TiiTIS T GG G2 TGCAAT TGCC T A e T ey o — — — — T(F N |~ — — — —————————————— B-GHcASTAATCHTRVN T~ CONCCARAGA TGTCGAGTGGGHCARA TRTCRc TETACGABGclccaliT GG ClicART TR
droSec2|scaffold 0:20870913- GGCCTECGEGEAGGCTACAGCACHGTGGAGAGTCTGAGCAATCGAGACAGGTINgG— =~~~ ~——————-——————————— TGGCGGAATCAGT TAGE R e T T TR A ACACCT T T AATGAGC T (6T GGG 2 e TGCAAT TGCCT AR S e B - — — - — — e — — —— —— == === ——————— B e A T == CCINCCANACA TG TCGAGTGGGHCARA T TCilc TldTACGAlGGlc colTGGCC AT THIG
droYak3|[3R:Z5964648-25964807 - ceeeTEcclEceAGGTACAGCACCGTGGAGAGTCTGAGCAATCGRGACAGETNA -~~~ — =~~~ =~ ———————— g---——————————————————— — — — T T 2 T S TGCAATTTCCT A G - —————— - ——--——-—————a-[BEEE 7 - - — 2\ B- e AT CCT TR gy pENTCOIPAGA TGTCGAGTGGGCCARATTCRAC TETACCARG Gl colTGaciic AT TRG
droEre2|lscaffold 4820:7525545- GGCCTECGCGEGGCTACAGCACCGTGGAGAGTCTGAGCAATCGAGACAGETRAG-=-—=————————————————___ TGGCGGACTCCATGAGGTGTCGAA T CAGG gt ettt —— R e e T CAATATCCCAAA - ———— - — - - —— - —— - ———— - AT CACHIGA T C- - - - A B-SealrAAT TR s fel= = CCTNEISINACA TG TCGAGTGGGHCAAT/dT Clec TlgTACcGAGGlc colTcacljc AR T THiG
7525728 -
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:1700132-1700294
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:1700132-1700294
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_297.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_7:1854046-1854208
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2494.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004902:9560729-9560897
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_13047:838440-838604
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_14987.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:4833480-4833642
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14906:5471125-5471290
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13340:4642488-4642638
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396359:547741-547891
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302388:1662080-1662302
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000454106:1779545-1779599
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491194:589942-590005
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000779488:631857-631912
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302402:4312524-4312576
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415310:607043-607099
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409881:258714-258914
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:20532592-20532768
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:20049958-20050154
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_2017.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_0:20870913-20871092
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:25964648-25964807
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4820:7525545-7525728
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[View on UCSC Genome Browser {Cornell Mirror}]

dps 794 2:25893335-25893428 - |confident-exception |Mirtron |intron
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Predicted structure

Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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Genomic Position 19 20 21 22 23 24 25 26 & 1 1 1 I
Size Condition 25893450 25893400 25893350 25893300
Genomic Position
Hairpin partition - Sense - Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds H
Flybase annnotation
intron [Dpse\GA26236-in]; CDS [Dpse\GA26236-cds]; CDS [Dpse\GA26236-cds]; CDS [Dpse\GA26236-cds]; CDS [Dpse\GA26236-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
M040
MO59 V112 GSM343916 SRR902011 GSM444067
GCCCATGGATGAAGTCAGTCAACAGAGCACGCTCTCGAATGCATCAGCGGGTGAGTGGGGCGAAAGATCGAAAAGCAGCAGGCGGTCGGGGGTTTGCTAGTTGCAAAACTAATTTGTGAT TCTGT TCTCCTTTGT TCCACCCAGCATCCGGCGAAGATCCCCAATGCACCACACCAAAGTCGCGCAAGAATGAT female
Read # Hit |Total body | embryo male embryo testis head
khkkkkkkkkkkkhkhkhkhkhkhkhkhkhkhhhhhhhhhhhhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkk (('_. ((((((((. ((_' (('_. ((((_ .. ((((_'._ ((.' (((( ''''' )))) . ')) .. ')))) .. ')))))))) _)))))))) '_')) Jkkkkkkhkkhkhkhkhkhhkhhhhhhkhkhkkkkkkkkkkkhkkhkhkhkhkhkhkhkhkhkhkrkhdrd*x g]jze Mismatch Count Norm Total body
........................................................................................................................... GTTCTCCTTTGTTCCACCCAGH. « - v vttt ettt ittt et e e it e 22 1 1 5.00 5 2 2 0 1 0 0
.................................................. eheyNelifelelelelole) V.0 Ne?. N o] e NPu - I ¢ 1 2.00 2 1 0 1 0 0 0
............................................................................................................................ TTCTCCTTTGTTCCACCCAGH . - ¢ ottt ittt e e e i et ee i e 2 1 2.00 2 1 1 0 0 0 0
............................................................................................................................ TTCTCCTTTGTTCCACCCAG . ¢ e e o vt ettt e e te e eeeaenetaenneaeneeaeneeaenees 20 0 1 2.00 2 2 0 0 0 0 0
......................... AGCACGCTCTCGAATGCATCAGC . « « + e e e v et e et ee e ettt e e et ettt ettt e e et ettt e et e e e et e e e et e et e e e e e e et e e et e e et e e e et e e e e e e e e e et 230 1 1.00 1 0 1 0 0 0 0
................................................... TGAGTGGGGCGARAGATCGA . « - ¢« « « e e e st e e s e e e e s e e a e e tas e e e e e e aneeeaseeensoeesaeeneaseeaseeeaseeeasoeeasoeensoeeneaeeeeaneaeareaenreaanncaana-2a20 0 1 1.00 1 1 0 0 0 0 0
.......................................................................................................................... TGTTCTCCTTTGTTCCACCCAG . « « v e e et ettt te et e et e te et te e ie e 22 0 1 1.00 1 1 0 0 0 0 0
.................................................................................................................................................. TCCGGCGAAGATCCCCAATGCACCAC . ottt e e veeenenaenen. 26 0 1 1.00 1 0 0 1 0 0 0
.................................................. eheyNelifelelelelofe) NN\l N o] es.V-V.V-Ne o PP~ X S 1 1.00 1 0 0 0 0 1 0
.................................................. GTGAGTGGEGGCGARRGATCGAR . ¢+ - e e s s e oo s aao oo ato e eas e ea s e e s ansosansseaasoeeasoneansoeensaseesaseeeasoeearoaeesoaaeesastosassaeasoacascacnsoaanaaaass22 0 1 1.00 1 1 0 0 0 0 0
............................................................................................................................ TTCTCCTTTGTTCCACCCAGHE. « . o oot ittt et e et ettt et 222 1 1.00 1 1 0 0 0 0 0
.................................................................................................................................................. TCCGGCGAAGATCCCCAATGCACCA . vt vt veeeeeeenennenae. 25 0 1 1.00 1 1 0 0 0 0 0
........................................................................................................................... GTTCTCCTTTGTTCCACCCAG . - e v vt e et te et te et e e eeeneeenenaenenaenenaea 2l 0 1 1.00 1 1 0 0 0 0 0
.................................................. eiey el e eleleTele N0\ 7N o s > B ¢ 1 1.00 1 1 0 0 0 0 0
..................................................... el eleleleloler. V.V Ne .V oy V..V c: . P2 B 1 1.00 1 1 0 0 0 0 0
.................................................. eeyNeli el elelelofe). V.V Ne 7N o] c NN PP~ X0 B ¢ 1 1.00 1 0 0 0 0 0 1
.................................................. eheyNelifeleleletofe NN\l Niole. V-V NP PP~ B ¢ 1 1.00 1 1 0 0 0 0 0
............................................................................................................................. TCTCCTTTGTTCCACCCAGH . - oot i i e e 201 1 1.00 1 0 1 0 0 0 0
Anti-sense strand reads
M040
MO59 SRR902011
CGGGTACCTACTTCAGTCAGTTGTCTCGTGCGAGAGCTTACGTAGTCGCCCACTCACCCCGCTTTCTAGCT TTTCGTCGTCCGCCAGCCCCCAAACGATCAACGTTTTGATTAAACACTAAGACAAGAGGAAACAAGGTGGGTCGTAGGCCGCTTCTAGGGGTTACGTGGTGTGGTTTCAGCGCGTTCTTACTA female
Read # Hit |Total body | embryo testis
AR A AR R e R e e e N N A A T T (T O O T O O O O € 1)) 2 )) e ))) ) IO ) ) D)D) ) ) ) ) L)) SRk ke k ok kkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk*kk** 5jze Mismatch Count Norm Total
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species | Coordinate ID Alignment
laps |2:25893285-25893478 - ldps_794 |lGCCCATGGATGAAGTCAGTCAACAGAGCACGCTCTCGAATGCATCAGCGGETGAGTCEEEC—-C-AAAGATCCARAAGCAGCAGGCGG-TCGGGGGTTTGCTAGTTGCA---~AAACTAATTTGT - -GAT CCCAGCATCCGGCGAAGATCCCCAATGCACCACACCAAAGTCGCGCAAGAATGAT |
|droPer2|scaffold 6:1226872-1227065 -|ldpe 2490|GCCCATGGATGAAGTCAGTCAACAGAGCACGCTCTCGAATGCATCAGCGGETCAGTGGGEC--G-AAAGATCCARAAGCAGCAGGCGG-TCGGGGGTTTGCTAGTTGCA-———AAACTAATTTGT--GAT CCCAGCATCCGGCGAAGATCCCCAATGCACCACACCAAAGTCGCGCAAGAATGAT |
droWil2|lscf2 1100000004921:1526531- GCCCATGGATGAAGTHAGTCAACAGAGHACGCTCTCHAATGCATCEGCGCE T NAGCTLNG N N - e A ey G A 1 e iy T G CBACTTGi\aelder A A C T AR T/RT - - SalS- -Xele - ffeky IECAGCAT CCGGHGAAGATCCI\CAATGCACCACACCAAAGTCGCGCARMAATGAT
1526701 -
drovir3|lscaffold 12855:10044836- A NNElerilel PNEh\ T/ NI V-XI NI -XEII NG A Sl Tide A LY Nlele il NeIe relehile c/ehiacc T TRE TA - [¥N- — - TAINTGT- - - - - WA - - - - - - - - - - — - - - AGEEEE- - - - - -[A\cGAAIEEANCTGAGARCIETINE - - - - - - - - -ETEScaTeTE TS NCAGCATCINGGCcGAAGATCCINCAATGIACCACACCAAAGTCGCGCARLNSATGAT
10044991 -
droMoj3|lscaffold 6540:4000775- A eI NNEleIXidel FNEL IS NEL IS V-Xo)-Xe).Xe T/Nlelelelide A LY Nilele Gilel T/ele A elehile G /ehia A T C T BNl - [¥N - —[iGAGTTIT- - - — - — - — - BT - - - - - - - - - ——— - - - ATEEEE - - - - - - GIENC/IEEAINCTGAGGHCIES - - - - -[¢- - - -ETESceTETEEEE= ieCAGCATCEcclcaacaTccllcaETcliaccacldccanacTeceGearfATGAT
4000930 -
droGri2|scaffold 14830:1233927- ECCATGGATGAGTIAGTCAACAGAGCACGCTCTCAATGCATCEGCHGETCECT NN - — (N lca/ N T N A----- EARATT-GClECEil-- - --—----—-EEEE - — - - - -GliGCTIEEIAINCTGAGAR ClIISINE e - - - - - -5 -F8 -G T TR IeCAGCATClEcGCcGARGATCCIICAATGIACHACACCARAGTCGCGCAAINEATGAT
1234091 -
droAna3|lscaffold 12911:2122398- eCCATGGARGAAGTCAGECAACAGAGCACGC TITCGAATGCATCAGCGGETNACTCEL N — — Gl R (A 2 i N X e - D - — - - i o TG E - -2 NI e - e T T O e\ =~ T el = === CL\CAGCATCCGGCGAAGATCCICAATGCACCACACCAAAGTCGCGCAAGAASGAT
2122559 +
droBipl|lscf7180000396714:956857- A TGGARGAAGTCAGTCAACAGAGCACGC TITCGAATGCATCAGCGGETIACTIN YN Ne- TRt iARETEVA 7 iin G T INCAGCATCCGGCGAAGATCCHCABTGCACCACACCAAAGTCGCGCARNAARGAT
957017 -
droKik1|scf7180000302247:509925- GCCCATGGABGAAGTCAGTCABCAGAGCACGCTITCGAATGCHTCAGCGGGTGAGT NS C—-IXe CE\CAGCATCCGGCGAAGATCCCAATGCACCACACCAAAGTCGCGCAANAATGAT
510084 +
droFicll|lscf7180000453912:1952661- GCCCATGGASGAAGTCAGTCAECAGAGCACHCTIETCIRATGCATCAGCGGGTCAG TG NN Neleleln A Al A T/ N ey \C [o.\:: e Tl NV NECAG C A TCCGGCGAAGATCCRCABTGCACCACACCARAAGTCGCGCAAGAATGAT
1952829 +
droElel|lscf7180000491080:2754692~ GCCCATGGABGARGTCAGTCAECAGAGCACGCTCTCGAATGCATCAGCGGGTNAGTINCLY e ~[ofeleleln /ol JelC TRttt Ei G C ook CE\CAGCATCCGGCGAAGATCCRCAATGCACCACACCAAAGTCGCGCAAGAATGAT
2754857 +
droRhol|lscf7180000778039:38186-38353 CCCATGGAGAGTCAGTCACAGAGCACGCTCTCGAATGCATCAGCGGGTQAGEGEGC——@AT CL\CAGCATCCGGCGAAGATCCRCAATGCACCACACCAAAGTCGCGCAAGAATGAT
+
droBial|scf7180000302113:3895332— GCCCATGGAMGAAGTCAGTCACAGAGCACGCTCTCGAATGCATCAGCGGGTGAGTLNINGC - —[defeaAileT.N IECAGCATCCGGCGAGABCCINCAATGCACCACACCAAAGTCGCGCAAGAATGAT
3895497 +
droTakl|lscf7180000413103:19756-19829 BeCAGCATCHGGCGAAGARCCIXCAATGCACCACACCARAAGTCGCGCAAGAATGAT
+
droEugl|lscf7180000409562:44183-44347 BCCIATGGARGAAGTCAGTCACAGAGCACGCTCTCGAATGCATCAGCGGETCACTINGINN - (el EdeT W AGCATCCGGCGAAGATCCI\CAATGCACCACACCAAAGTCGCGCAAGAATGAT

am3 lchr3r:13523835-13524001 - | [clccaTceaBicaacTCAGTCACAGAGCACGC THTCGAATGCATCAGCRGETCAGTHGESC- 1 ARARAT ¥ — — LUl T CERINC TAATGRTHA - - - - - -[iTGGIUE T TTiliTTGEEEEE CLCAGCATCCGGCGAAGATCCICAATGCACCACACCAAAGTCGCGIEAAGAATGAT |
ldrosim2|3r:7744066-7744231 + ldsi_7745|[GCCCATGGATGAAGTCAGTCABCAGAGCACGCTITCGAATGCATCAGCIAGETCACTIEECC - —(IeAAT Y- - - GEXiliicccRRINC TAATGRTHA - - - - - -iTcallaABTELiTTGEEEEE CLCAGCATCCGGCGAAGATCCICAATGCACCACACCAAAGT CGCGLAAGAATGAT |
ldrosec2|scaffold 12:638629-638794 + | |lccCCATGGATGAAGTCAGTCAGCAGAGCACGCTITCGAATGCATCAGCINGETCACTHGERC - —feleea [N NY - - — cINiliicCCEMENCTAATGETIA - - - - - -liTcAliABTER diT TGRS CINCAGCATCCGGCGAAGATCCICAATGCACCACACCAAAGTCGCGIAAGAATGAT |
ldrovak3|3R:2096666-2096831 - I [clicBaTceaBcaacTcacTCAgcAGAGCACHIC THTCGAATGCATCAGCRGETCACTHGCSC - HaaeA TTEEERESYY- - - cINdcCCRINCTAATGRTHT - - - - - -jiTGAlNABTELiTE TEEEEE IELVAGCATCCGGCGAAGATCCIICAATGCACCACACCAAAGTCGCGEAANAATGAT |
droEre2|scaffold 4770:8107116- GCCCATGGASGAAGTCAGTCAACAGAGCACGCTITCGAATGCATCAGCINGETGAGTHGEIC- —Lelea Y- - —cIXiliicccERIgNC TAA TGRTHA - - - - - -[iTAANAS - B liTTGEEEEE NCAGCATCCGGCGAAGATCCIICAATGCACCACACCARAGTCGCGEAAGARGAT

8107280 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:25893285-25893478
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=2:25893285-25893478
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_794.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_6:1226872-1227065
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2490.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004921:1526531-1526701
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12855:10044836-10044991
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6540:4000775-4000930
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_14830:1233927-1234091
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_12911:2122398-2122559
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000396714:956857-957017
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302247:509925-510084
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453912:1952661-1952829
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491080:2754692-2754857
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000778039:38186-38353
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302113:3895332-3895497
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000413103:19756-19829
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409562:44183-44347
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr3R:13523835-13524001
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=3r:7744066-7744231
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_7745.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_12:638629-638794
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=3R:2096666-2096831
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4770:8107116-8107280
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[View on UCSC Genome Browser {Cornell Mirror}]
dps 3826 3:9802187-98023(06 - || candidate-rescued || Canonical miRNA ||CDS
Legend: mature star |\ =Y ed (BT IT TH TS _
Predicted structure
Small RNA-seq Read Density Read size distribution Condition-specificity Conservation
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9802350 8802300 9802250 8802200 9802150 =] I I I ‘\SQ@ ®
. . )
Genomic Position o4 25 26 & : | | | | |
Size Condition 9802350 9802300 9802250 9802200 9802150
Genomic Position
Hairpin partition -#- Sense -# Antisense Mature Star
Hairpin partition Mature Star
Show Alternate Folds “
Flybase annnotation
CDS [Dpse\GA24314-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads| show mid mismatch reads H
SRR902012
M040
M059 GSM343916 CNS M062 SRR902010 SRR902011
CGCTACTCAACACAACCGAAAGGAGTCCGCAGTATCAGTAGACAACACCAACAGCAGCAGCTGCCCAGTGCGCAGCTGCCTGTGCCGCTGTCGCCCTTGCCGCCACAACAGCAAACGACAGAGGCAACGGCAGCCACGCCAGTAGCAGCACCACCTACAACCACAACCACACTCGTCTCATCCGCCACCACGAGCATCATAGAAGCCTCCGLCCTCGCCGL female imaginal
Read # Hit Total body embryo embryo disc head ovaries testis
Kkkkkhkkkkkhkhkkhhkhhhhkkhhhhkhhhhkhhhhhhhhhkhhkhkhkkrkrkdkrkr (((((..... N T N e N )N NN NI )Y )))) ) kkkkkkkhkkkkkhkhkkhkkkkhkkkkhkkhkkhkkhkkhkkhkhkkkkhkkkkkkkkkkkkkkkkkkkkk**** gjze Mismatch Count Norm Total
................................................................................................................ AAACGACAGAGGCARCGGCAGC « « v e e e e e e e e e e e e e e e e e e e s 22 0 1 3.00 3 1 0 2 0 0 0 0
................................. AT CAG T  AG A C A A C A C C A A C A G C A G C A G C 4 v v v e e e e e e e e e e e e et e e ettt e et ettt ettt ettt ettt ettt ettt ettt teeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeeee et ettt eeeeeee ettt ettt et ettt eeeettttetteeteteeeteeeeeaa 28 0 1 2.00 2 0 0 0 2 0 0 0
.................................. TCAGTAGACAACACCARACAGCAGCAGC ¢ v v v e e e e e e e e e e e e e e e e e e e e e e e e e e e e a2 0 1 2.00 2 0 0 0 0 0 2 0
............................................................................................................. AGCARACGACAGCAGGCARACGGCA . « o v e e e e e e e e e e e e e e e e e e e e so 23 0 1 1.00 1 1 0 0 0 0 0 0
................................................................................................................ BAACGACAGAGGCARC GG  « v e v v e e e e e e e e e e e e s s 19 0 1 1.00 1 1 0 0 0 0 0 0
................................. ATCAGTAGACARCACCARACAGCAGCAG . « v v v e e e e e e e e e e e e e e e e e e e e e e e e e e e e e s s 2T 0 1 1.00 1 0 0 0 1 0 0 0
................................................................................................................ AARACGACAGAGGCARC GG - « v e e e e e e e e e e e e e a1 0 1 1.00 1 0 0 1 0 0 0 0
.......................... CCGCAGT AT CAGTAGACAACACC « ¢ v e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e 23 0 1 1.00 1 0 1 0 0 0 0 0
......................................................................................................................................................................................... CACCACGAGCATCATAGAAG . v v v v v v e eeeee.. 20 0 1 1.00 1 0 0 1 0 0 0 0
................................ TATCAGTAGACAACACCARACAGCAGCAGC « & v e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e s 29 0 1 1.00 1 0 0 0 0 0 0 1
................................................................................................................ A A A C G A CAGAGG A A GG C A . v i i e e e e e ettt e e et e e e e e e e e e e e e e e e e e e e e e ettt ettt i e e e e e ees 20 0 1 1.00 1 0 0 0 1 0 0 0
.................................................................................................................... GACAGAGGC AACGGCAGC CAC G . & v v e e e e e e e e e e e e e e e e e e e e e e e e e s 22 0 1 1.00 1 1 0 0 0 0 0 0
................................................................ CCAGTGCGCAGCTGCCTGTGCCGCTGI27 1 1 1.00 1 0 1 0 0 0 0 0
................................................................................................................. AACGACAGAGGCARACGGCAGCC « v v e e e e e e e e e e e e e e e e e e e e s 22 0 1 1.00 1 0 0 0 0 1 0 0
............................................................................................................... CAAACGACAGAGGCARACGGCAGC 1 ¢ v e e e e e e e e e e e e e e e e e e e e e e s 23 0 1 1.00 1 0 0 0 0 1 0 0
............................................................................................................. AGCAAACGACAGAGGCAACGGCAGCC ¢ ¢ v e e e e e e e e e e e e e e e e e e e e e e e s 2e 0 1 1.00 1 1 0 0 0 0 0 0
.......................................................................... GCTGCCTGTGCCGCTGTCGCCC « v v e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e s s s 22 0 1 1.00 1 0 0 1 0 0 0 0
............................................................................. GCCTGT G C G TG T C G  CCTTGC ¢ v e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e sau 23 0 1 1.00 1 1 0 0 0 0 0 0
................... BAGGAGTC C G A G T AT CAGTAR & v v e e e e e e e e e e e e e e e e e e e e e e e e e e s a2 0 1 1.00 1 0 1 0 0 0 0 0
Anti-sense strand reads
M040
SRR902011 V112
GCGATGAGTTGTGTTGGCTTTCCTCAGGCGTCATAGTCATCTGTTGTGGTTGTCGTCGTCGACGGGTCACGCGTCGACGGACACGGCGACAGCGGGAACGGCGGTGTTGTCGTTTGCTGTCTCCGTTGCCGTCGGTGCGGTCATCGTCGTGGTGGATGTTGGTGTTGGTGTGAGCAGAGTAGGCGGTGGTGCTCGTAGTATCTTCGGAGGCGGAGCGGCG female
Read # Hit Total body |testis male
Kkkkkkkkkkkkkkkkkhkkhkkhkhkhkhkhkhkkhkkhkhkkhkhkhkhkhkhkhkhkhdkkdkkkkdkkdkkdkknk (((((..... (N N N N O N N D)D) DI D)) e )))) ) Kk kkkkkkkkkkkkkkkhkkhkkhkkhkkhkkhkkkkkkkkkkkkkkkkkkkkkkkkkk*k**x**x gjze Mismatch Count Norm Total body
Show Alignment With Reads H
Re-alignment of all predicted orthologs
Species|/ Coordinate ID Alignment
|dp5 |!3:9802137—9802356 - ||dps_3826 ||CGCTAC ———————— T m e m e —— CAACACAACCGAAAGGAGTCCGCA-————— GTATCAGTAG---———-—-———~— ACAAC--—————————~ ACCAA---——~— CAGCAG---CAGCTGCCCAGTGCGCAGCTGCCTGTG——-CCGCTGTCGCCCTTGCCGCCACA-—-A-—~-CAGCAAACGACAGAGGCAACGGCAGCC—————— ACGCCAGTAGCAG--——-———~— C---ACCA-CCTA-————————————~ CAAC-————mmmm e CACA-ACCACACTCGTCTCAT-—-—-—————— CCGCCACCACGAGCATCATAGAAGCCTCCG--———~- CCT--—————————— CGCCGC|
droPer2|scaffold 4:5118111- dpe 2480 [[CGCTAC-------- T m e CAECACAACCGAAAGGAGTCCGEA —————— GTATCAGTAG---———————- ACAAC--—————————= ACCAA---——- CAGCAG---CAGCTGCCCAGTGCGCAGCTGCCTGTG———-CCGCTGTCGCCCTTGCCGCCACA-—-A——-CAGCAAACGACAGAGGCAACGGCAGCC—————— ACGCCAGTAGCAG--—-—————— C---ACCA-CCTA-————————————— CAAC == —mm e - CACA—AECACACTCGTCTCATccGCCACCACGAGCATCATAGAAGCCTCCG —————— CCT——m————————— CGCCGC
5118339 -
droWil2flscf2 1100000005648:491-
730 -
droVir3|lscaffold 12875:18068715= ([dvi 24649|kVACLEE———-----
18068895 -
droMoj3|lscaffold 6496:11689326- (dmo 3164 |(KY\CEEE--—------
11689507 =
droGri2flscaffold 15245:4197227- dgr 473
4197420 -
droAnal3|lscaffold 13266:5014061- dan 91

5014313 +

droBipl

scf7180000395751:823763~-

824000 +

730584

droKik1|scf7180000302411:441407— ceclehilaNe
441668 +

droFicl|scf7180000453811:56703- gJelecircac]
56934 -

droElel|[scf7180000491232:161869- JJelscTCAaT|
162088 -

droRhol|[scf7180000780265:156473—- JJelsc/ATTAT|
156698 -

droBial|scf7180000302143:1194589- ceoclepl]--------
1194835 -

droTakl|scf7180000415722:103126-
103312 +

droEugl|lscf7180000409474:730362— TI¥\rccaTcc

|dm3 lchr2r:17211876-17212089 +|dme 419 [cocBpf-------- caccaRREEEE A CATATAGEGINSCHNNG TGN e/ EErr cerdcacErc®--—-—--- T - - — B - - cacac---callcraldccacTeeceABETEECTETE===CCECTETCECCCTTGCCGCRACAININR - - - CAGCAAACGECAGAGGCAACGGCAGCE c---acceccEnld--e--------- FVXecTaTCC
ldrosim2|2r:17766298-17766517 + |dsi_32456|cecEply-------- caccaAREEEEEA CATATAGEGINSCHNAG TN A NS C/o TR cerdcacrace¥----—--- - - — B BRCAA--—-—- cacliac---caflcrclgccacTeeccABETEECTETE===CCECTCTCECCCT TGCcCGCACAINS A - - -CAGCAAACCECAGAGGCAACGGCAGTE c---acceccErle--N8--------- INNecTATCC
droSec2|scaffold 9:543236-543455 ||dse 1843 [cGCply-------- caccAREEEEEA CATATAGEGINSCHNAG TENACEHENA Ve C/EEREE cerdcacTac®)--—-—--- - - — e BCAR--—-—- cacac---callcTaldccacTeeceABETEECTETE===CCECTETCECCCTTGCCGCACANINA - - - CAGCAAACGECAGAGGCAACGGCAGCL c---accegccErld--e--------- FVXecTATCC
4
ldrovak3|[2R:11976229-11976445 -  |ldya 1795 |cGcafi-------- - - - - - -INITNININe Clerccaneieranceadrceca------ ECIACE- - -[acan EEE—— Y- - - - STV N — cAGRAG---callcTelgccAGTGCGCABETEECTETE -~ CCGCTETCECCETTGCCGCRACAINTAA -~ -CAGCAAACCECAGAGGCAACGGCAGCS c---acceccEhE--[8--------- CAACIENIN - - ——————— === ===~ ——— accrccerTTiE- - - -F- - EEEEE—. B chicEaccaARATAGAAGCCTCHG-- -~~~ 7 ] - CGCCGC|
droEre2|scaffold 4845:11355664- |lder 1520 |ceclal-------- caccAEEEEEEA CATATAGRGINSCENAG T CIVACHE A ClT R Gl A Gl - —— —— —— [ — - ————————— BCAR--—-—- cacac---callcTcldccacTceccABETEECTETE==~CCECTETCECCCTTGCCGCACAININA - - - CAGCAAACGECAGAGGCAACGGCAGCE c---acc@eccEhld--e--------- N G G T A T CC R e 2. C C R B et — — — — — — = = — ccoleggiccliirccadaTacArGECcTClG------ ClT-----—-————- CGCCGC
11355880 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:9802137-9802356
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=3:9802137-9802356
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_3826.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_4:5118111-5118339
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2480.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000005648:491-730
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12875:18068715-18068895
http://compgen.cshl.edu/~jmohamme/static/droVir3/html/dvi_24649.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6496:11689326-11689507
http://compgen.cshl.edu/~jmohamme/static/droMoj3/html/dmo_3164.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15245:4197227-4197420
http://compgen.cshl.edu/~jmohamme/static/droGri2/html/dgr_473.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droAna3&position=scaffold_13266:5014061-5014313
http://compgen.cshl.edu/~jmohamme/static/droAna3/html/dan_91.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBip1&position=scf7180000395751:823763-824000
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droKik1&position=scf7180000302411:441407-441668
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droFic1&position=scf7180000453811:56703-56934
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEle1&position=scf7180000491232:161869-162088
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droRho1&position=scf7180000780265:156473-156698
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droBia1&position=scf7180000302143:1194589-1194835
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droTak1&position=scf7180000415722:103126-103312
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEug1&position=scf7180000409474:730362-730584
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dm3&position=chr2R:17211876-17212089
http://compgen.cshl.edu/~jmohamme/static/dm3/html/dme_419.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSim2&position=2r:17766298-17766517
http://compgen.cshl.edu/~jmohamme/static/droSim2/html/dsi_32456.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droSec2&position=scaffold_9:543236-543455
http://compgen.cshl.edu/~jmohamme/static/droSec2/html/dse_1843.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droYak3&position=2R:11976229-11976445
http://compgen.cshl.edu/~jmohamme/static/droYak3/html/dya_1795.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droEre2&position=scaffold_4845:11355664-11355880
http://compgen.cshl.edu/~jmohamme/static/droEre2/html/der_1520.html
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[View on UCSC Genome Browser {Cornell Mirror}]

dps 1710 |4 _groupS:113133-113194 -||candidate | Mirtron||intron

Legend: mature star [TTRTPX BRI, mismaich in read

Predicted structure

Small RNA-seq Read Density Read size distribution

Condition-specificity
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Genomic Position 15 16 17 18 19 20 21 22 23 24 25 26 27 1 ! ! |
Size Condition 113250 113200 113150 113100
Genomic Position
Hairpin partition -8 Sense -8 Antisense Mature -e- Star
Hairpin partition Mature = Star
dps_1710_annot [-16.5]
Show Alternate Folds
Flybase annnotation
intron [Dpse\GA10382-in]; CDS [Dpse\GA10382-cds]; CDS [Dpse\GA10382-cds]
No Repeatable elements found
Sense Strand Reads
hide 3p reads H show mid mismatch reads H
SRR902012
M040
M059 | SRR902011 CNS GSM343916 SRR902010 V112
CTGAGGCTGATGAAGGAGACGGTATTGAAGCTGCCGCCGCCACACTACAGGTAGGGATCGGAGGAGTTGCAGGAGACCTTCCATAAATAATAACTCTTTCTCCCTTCCGTAGAACCCTCARATATCTGGCTGAGCATTTGTACAAGGTCTCGCAGCATCACG female imaginal
Read # Hit |Total body embryo testis disc embryo ovaries male
R e e L N N A A T 1)) e NI ) e kkkkhkkhkhkhkkhhkhkkhkkkhkkkkhkkkkkkkhkkkkkkkhkkkkkkkkkk**** gsize Mismatch Count Norm Total body
.................................................. el NeleTel N folet el YeleT.Neli i e ol NUuu PP N 0 1 3.00 3 2 0 1 0 0 0 0
.................................................. GTAGGGATCGGAGGAGTTGC « « ¢ e e e e e vt e e a e e ee e e e s e ta e e e e et e eeeaeasaeeaeaseeeeeneaetaeneaneaeneaneaeneaneanaenne.20 0 1 1.00 1 0 0 1 0 0 0 0
.................................................. GTAGGGATCGGAGGAG « « « « « e v et ettt et e et et e e ettt et et et e et e e e e e e e e e e e e e e et 160 1 1.00 1 0 0 0 1 0 0 0
..................................................................................... AATAATAACTCTTTCTCCCTTCCGTAG  « « e ettt eeeae e e e eneeeeaeneeaeaenenneaenenneaa2] 0 1 1.00 1 0 0 0 0 1 0 0
.......................................................................................... TAACTCTTTCTCCCTTCCG + « v e e e e e e te et e e e et e e eneetaenenaeaenenneaene 19 0 1 1.00 1 1 0 0 0 0 0 0
.................................................. el Nelelel. N ol et el Yeled Neli i et ol PP S 0 1 1.00 1 1 0 0 0 0 0 0
.................................................. Gl AGGGATCGGAGGA « « ¢« e e e e e e s te e a e e e ea e a s e ta e e e e e et teeeasaeeaeaseeeaeneoetaeneaneaeneateaeneaneanaanaaa. 15 0 1 1.00 1 0 0 0 1 0 0 0
........................................................................................ AATAACTCTTTCTCCCTTCCG w v e e e te e et et e et et e te e eaeneiaeaenenaeaenae. 20 0 1 1.00 1 0 1 0 0 0 0 0
...................................................................................... ATAATAACTCTTTCTCCCTTCCGTAG . « « « e et et et teee et e et eeeaeneeeaenenaeaeaenae. 26 0 1 1.00 1 1 0 0 0 0 0 0
.................................................. GTAGGGATCGGAGGAGTTGCAGGAGA + « + « e e vttt ete et e te e et e et a et teea et e ta et e teeneaeteeneaeeeeneaeeaeneneeaeaene 26 0 1 1.00 1 1 0 0 0 0 0 0
Anti-sense strand reads
M040
M062 V112 M059
GACTCCGACTACTTCCTCTGCCATAACTTCGACGGCGGCGGTGTGATGTCCATCCCTAGCCTCCTCAACGTCCTCTGGAAGGTATTTATTAT TGAGAAAGAGGGAAGGCATCTTGGGAGT TTATAGACCGACTCGTAAACATGTTCCAGAGCGTCGTAGTGC female
Read # Hit |Total body head male embryo
e sk ek ok e ok e ok e ok e ok ke ok ok e ok e ok sk ke ke ke ke ok ek sk ks ke ke ke ek ok k(. (CCCCCCCCC . (. ... 1)) oo MDINININININ)) e kkkkkhkhkhkhkhkkhkhkhkkhkkkhkhkhkkhkhkkkkkkkkkkkkkhkkkkkkkkkk*x*k**x gize Mismatch Count Norm Total body
................................................. CCATCCCTAGCCTCCTCAAC .+« e e e et et et e e e e et et et et ettt et e e e e et e e e e e e e e et e e ettt e et ettt ettt e 20 0 1 1.00 1 1 0 0 0
Show Alignment With Reads H
Re-alignment of all predicted orthologs
‘SpeciesHCoordinate HID HAlignment ‘
ldp5 l4_group5:113083-113244 -  |dps_1710/CTGAGGCTGATGAAGGAGACGGTATTGAAGCTGCCGCCGCCACACTACAGETAGEGAT-—=========ooooooooooooooooos CGGAGGAGTTGCAGGAGACCTT--—-— O AT A AR T — === = = =~ — = — = = o oo — o ———————————————————— - AATAACTCTTT-—————----—————————————CTCCCTTCCGTAGAACCCTCAAATATCTGGCTGAGCATTTGTACAAGGTCTCGCAGCATCACG)
droPer2|scaffold 5:4613765-4613926 |dpe 2492||CTGAGGCTGATGAAGGAGACGGTAMTGAAGCTGCCGCCGCCACACTACAGETAGGGAT———————————————————————______ CGGAGGAGTTGCAGGAGARCTT---—- CCA T A A == === — - - - - - AATAACTCTTT--------—------—-—-——-—__CTCCCTTCCGTAGAACCCTCAAATATCTGGCTGAGCATTTGTACAAGGTCTCGCAGCATCACG
droWil2|scf2 1100000004521:4000800- -cTTeciTTECETINGT TIlA NN C Tielele ClNIFN itV T TEVA A [l Glilel SFNA XN TS
4000872 +
drovir3|lscaffold 12963:1491337- BT GlGlCTEATGAAGGAGACGGTIYTGAAGCTGCCGCCGCCACAMT AlYecCTAINGEIE S
1491412 +
droMoj3|scaffold 6500:28382852- crafdeicTiaTGAAGGAGACGTRETRAAGC TRl ccljccaeclgcac T Al GET AL\ G Tfsl- — = - = === —=————= = - -[FNeacaiiiic - - - acalTilCEEEEE T————-—- AGAGGATCAT TCTCAGTTGGTTATACCT GTATTLVACIVNSATCAlC TCSTTCCEAAC/ECINST TIlGINAGINAC Tile T[S /NI CiliVe CINTN-NEleli A ifelel NI NI NI
28383037 +
droGri2|lscaffold 15126:7014323~ CTGEGHC TMATGAAGGAGACGGTAITGAAGCTGCCGCCICCACACTAINSGGTALY
7014377 -
droAnal|scaffold 12916:9029213-
9029381 +
droBipl|lscf7180000396535:1583118- CE AAGAAACT
1583274 +
droKikl|lscf7180000302684:1300594-
1300853 +
droFicl|lscf7180000454082:256817—
256892 -
droElel|lscf7180000491046:3203842— nACCCTCAAATARCTERICGAGCATTGTACAAGGT[ETCGCAGCAldCACG
3203895 +
droRhol(scf7180000778712:19261- - TGT TTULTIG EEChETiRICEAGA A ClXcTiA AATATCTGGCGAGCAT TG TAAAGG TlgTCGCAGCAcACG
19346 -
droBiallscf7180000302408:670055-
670214 -
droTakl|[scf7180000415115:741064- eRIC ClSSCRNSAGA A CCCTIAAATATCTGGCGAGCASTGTACAAGGT/§TCGCAGCARCACG
741136 +
droEugl|scf7180000409752:750718~- WTcEccTiATGAAGGAGACGGTARTEAAGC TECCiccilccacaliTAlldcETALN AT e — - - -~ — - - ____ ---INelec--—--—-—-—- ApiclEle----- GGINYA AATAASSET TATT AATANACIN---A--- BT EyeR e Neh BiCeACH A CCCTIAAATATC TGGCEGAGCAETGTACAAGGT/@TCGCAGCABICACG
750876 -
am3 llchr21.:19780976-19781141 - | lcrcccTiiaTcanceacaceeTigar@arGeTGCCccaecacacT AREGETENCHAIg - -~ === —=———————————--—————- ——————— - - A AT C - ISV NiccecAAAATENT ATATTINACHTGGTC PN IIIeRCEACEA cccTlaaaTaTCc TeeCGAGCABTTGTACAAGGTET ClcallcABcac
ldrosim2|21:19279121-19279286 - | lcrcccTiiaTcanceacaceoTdedr@arceTeecicceecacacTAecCTEACHAINg -~~~ - = - ———————————————__- - - — - - — - - — - - — [ AR Tl — ceIMN Y NiTGeCcAGGGA AGATT TEAT, NI EEAG A rcccTcaraTATC TGGCGAGCABITTGTACAAGGTET CGCallcaBcacd
droSec2|scaffold 7:3386456-3386621 crefdcilciaTcanlcacacceTdTldAAGCTGCClccaecacAC T ANSGE T NGHALE N - -~ -~ -~ =~ - - et A EAR BN C T T - — — — — GGRUIN.V Ui TGGCAGGAA AGATTIVACIACTGTC N I BCAG A A CCCTCARATATC TGGCGAGCATTTGTACAAGGTETCGCARCABCACG
droYak3|2R:6243407-6243579 - |TGGECTEATGAAGGAGACGGTTEAAGCTGCCECCECCACAETAGGTAEG ——————————————————————————— et A RAA BN C T T - — - — - TT TGAAGAGAASECTTTAAT TATT TGTT/VANTTGTC NI BEAG A ncceTEaraTATHTGGCGAGCAT TGTACAAGG TgTCGCcARCACACG
droEre2|scaffold 4845:4543853- BrcEcicTiiaTcAAGGAGACGGT/EYTAAGCTGCCccoecaCAlTAREGE T AL G - — - === ————————————————____ —— - — - —————— - ——[EcAl T CCATARATHIN ACESTTTATT CATTT GATGTTAVACATTGT I SCAGk A ccecTiiAAATATC TGGCGAGCART TGTACAAGGTgTCGCARCACACG
4544022 +
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http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group5:113083-113244
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=dp5&position=4_group5:113083-113244
http://compgen.cshl.edu/~jmohamme/static/dp5/html/dps_1710.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droPer2&position=scaffold_5:4613765-4613926
http://compgen.cshl.edu/~jmohamme/static/droPer2/html/dpe_2492.html
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droWil2&position=scf2_1100000004521:4000800-4000872
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droVir3&position=scaffold_12963:1491337-1491412
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droMoj3&position=scaffold_6500:28382852-28383037
http://jmohamme.genome-mirror.cshl.edu/cgi-bin/hgTracks?db=droGri2&position=scaffold_15126:7014323-7014377
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SRR902012
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CNS MO59 GSM343916 SRR902011 GSM444067
GGCGATACGTATCACCCTCGCAGGACGAAGAGCCGATTGAAGGCTACAAGGTAGGGGAGCTAGTCCGTGATATTGGATTAAGTATTAACACGCTACTCTTCTTAGGTTCGCATTTGGGAAACGGATCAGAACATGATTACTGCCAACAACACGAT female imaginal
Read # Hit |Total body disc embryo embryo testis head
ek ok ok ke k ok ko ko ok ke ok ke ke ko ke k(e (CCCe o (e 1)))))) e )))))))))) ) . kkkkkkkkkkkkkkkhkkkhkkkhkkkkkkkkkkkkkkkkkkkkkkkkk*k** gijze Mismatch Count Norm Total
.................................................................................... TTAACACGCTACTCTTCTTAGHE . « vttt et ettt et ittt ee e 22 1 1 5.00 5 4 0 0 1 0 0
.................................................................................... TTAACACGCTACTCTTCTTAG : « ¢ e e e e et e eeeaeaea e eaeaeaeaeaeaeaeaeaeneneaeaeaaa 2l 0 1 4.00 4 3 0 1 0 0 0
.................. CGCAGGACGAAGAGCCGATTGAAGGC .+« « et et et et et et et et et et et et et et et et et et et et et et et et et et et et e e et et e e e e e e 260 1 2.00 2 0 2 0 0 0 0
................................................................................................................. TTGGGAAACGGATCAGAAC. « v et e eeenenenenene.. 19 0 1 2.00 2 0 2 0 0 0 0
.................................................................................... TTAACACGCTACTCTTCTTAGH . « o ¢ ot ittt ettt ettt e e ettt ee e eeaeaeaenea. 22 1 1 2.00 2 1 0 1 0 0 0
.................. ofeTelele) NolelV.Ney NeTeloT el N il c7V.Nec R~ o B 1 2.00 2 0 0 0 0 2 0
.................................................. GTAGGGGAGCTAGTCCGTGA . « + v v v vt et et et et et et et e e et et et et et e et et et e e e e e e e e ettt teeeaaaeaeaeaea 20 0 1 2.00 2 0 0 0 2 0 0
............................................................................................................... ATTTGGGAAACGGATCAGAACATGA. « o vvvveeneneneaaa 25 0 1 1.00 1 0 1 0 0 0 0
..................................................................................... TAACACGCTACTCTTCT TAGH . « ¢ vttt ittt it ettt i i e 21 1 1 1.00 1 1 0 0 0 0 0
.................................................. GTAGGGGAGCTAGTCCGTGAT « + v v v v e v e e e et et et e e et e et et et et e e e e e e e e e e e e e eeeeeaeataneeaeaeaeanaeaeaeaa 2 0 1 1.00 1 1 0 0 0 0 0
................................................................... TGATATTGGATTAAGTATTAACACG « « ¢« e e e e e et et e e e e e e e e et e e e e e e e e e e e enen e 25 0 1 1.00 1 0 0 1 0 0 0
............................................................................................................ CGCATTTGGGAAACGGATCAGAAC . « vt v v eeeenennenen.. 24 0 1 1.00 1 0 0 1 0 0 0
.................................................................................... TTAACACGCTACTCTTCTTAGE . « v v vt e et e ettt e et ee et ie e e e 22 1 1 1.00 1 0 0 1 0 0 0
................... GCAGGACGAAGAGCCGATTGARAGGC - ¢+« v e et e e et e e et et e e et e e e et et et et et et et et e et et et et et et e e e e atee e e eaeaeeneaeaaeaeaeeneaenneaeaneaea25 0 1 1.00 1 0 1 0 0 0 0
................. TCGCAGGACGARAGAGCCGATTGARGGC . « ¢ e v vt et et et et et et et et et et et et et et e e e e et e e e e e e e e e e e e e e e e e e e e e e ettt et et et et ettt e e e e e eaenenenee 2T 0 1 1.00 1 0 1 0 0 0 0
....................... GACGARGAGCCGATTGARGG .« « + « + v v e v e et e e s e e e e e e e e e e e e e e e e e ae e aeaeeeeeaeeeaeeeaeaeaneneeeeeneneneneneneneneneaeaa20 0 1 1.00 1 0 1 0 0 0 0
.................................................... AGGGGAGCTAGTCCGTGATATT . &« ottt ettt et et et et et et et et et e e e e et et e e e e e e ettt e ettt et ii e 220 1 1.00 1 1 0 0 0 0 0
..................... AGGACGAAGAGCCGATTGAAGGC . « + v v e et et et et et et et et et et et et et et et et et et et et et et et et et et et et e e e et e e ettt ettt ettt 230 1 1.00 1 0 1 0 0 0 0
................... GCAGGACGARGAGCCGATTG .+« t e e et et et et et et et et et et et et et et et et et e e et e e et e e et e e e e e e e e e e e e e e e e e ettt e e e e e e 2000 1 1.00 1 0 0 0 0 0 1
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M040
CCGCTATGCATAGTGGGAGCGTCCTGCTTCTCGGCTAACTTCCGATGT TCCATCCCCTCGATCAGGCACTATAACCTAATTCATAATTGTGCGATGAGAAGAATCCAAGCGTAAACCCTTTGCCTAGTCTTGTACTAATGACGGTTGTTGTGCTA female
Read # Hit |Total body
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Re-alignment of all predicted orthologs
Species Coordinate ID Alignment
ldps |2:24722779-24722933 - ldos 774 |[GGCGATACGTATCACCCTCGCAGGACGAAGAGCCGATTGAAGGCTACAAGETAGEEEAGC-=====TAGT—————————————— == (C------G-———----—-————TGATATTGGATTAAGTATTAACACGCT--——-—- ACTC-TTCTTAGGTTCGCATTTGGGAAACGGATCAGAACATGATTACTGCCAACAACACGAT |

ldroper2|lscaffold 3:7365150-7365304 -[ldpe 2491 |GGCGATACGTATCACCCTCGCAGGACGAAGAGCCGATTGAAGGCTACAAGEIAGEEEAGE === == AG === === oo 00— === G === === fGATATTGGATTAAGTATTAACACGCT-—————- ACTC-TTCTTAGGTTCGCATTTGGGAAACGGATCAGAACATGATTACTGCCAACAACACGAT

droWil2|lscf2 1100000004943:3056454~ GGCGATARGTATCHCCCTCGCAGGACGAEGAGCCEATTGAAGGCTANAAGETANGSILY AAATATATCAATGTTGATCTAATCTAAAGTAAAACTCT BC - M T TAGG T\ CGCAT T TGGGAAACGGATCAGAACATGATMACTGCCAANAACACIAT
3056620 -

drovir3|scaffold 13047:11826677- GGCGYTACGTATCACCNECHC A GAlGAEca\ccaTTGAldcGCTARARG
11826839 -

droMoj3|lscaffold 6540:29947812- cGeoyragcTarclgccdeccealcafjcancacccildriaccccTAlA A GETANCEET ANTE- TTCIYAGG T TCGCATTTGGGAEACBGATCAGAAWATGATACTGCCAACEAACHAT
29947975 +

droGri2|lscaffold 14624:1933647- GGCGATARGTHTCldcciXecGcacGrlGAEcAGCCEATTGAAGGCTARAAGETCE/ RS VXS VN VNl \ieTelel S 7.VNe SrAANECHIT [N ENARTI-TTcIXeAGG TlecGeaTTTGGGAACEGATCAGAANA TGATIACIAGCCAACARARACGAT
1933815 -

droAna3|lscaffold 13340:11205415- GGCGETACGTATClECCCTCGCAGGANGAEGAGCCGATHGAAGGCTARAAGETHLNCHCHS TGAAAAAAT----- feln TR\ Alfeln TR A CACERT - - == -~ e -IrEraceTTeciaTTTGGeAACGGAcARAACATGATIIACRGCCARCARACHEAT
11205571 +

droBipl|lscf7180000396691:116173~ GGCGETACGTATClgcCCTCGCAGGANGAEGARC calgTcAAGGCTARAAGETANC S YY) - - AAATATC 2/AGCAACTINNNACINAINNATGECTIIEEEEEEE - - J\-rfdrTAGGTTCGHATTTGGGAlEACGGABCAlaACATGAT/EAC\ GCCARCARACBAT
116329 +

droKikl|lscf7180000302475:485175~- GGCGATARGTHTCldcccTeGeaGGACGAEGARCCEATGAAGGHTACAAGETALNC L SNE] c AAAGCACC CGAAA------- AT ECEANTAACA T~ = -~ ACldC- T/ TAGG T TCGCATTTGGGAGACGGATCAGAACATGATACIGCCAACAAACEAT
485331 -

droFicl|lscf7180000454096:1341026- cGeoeraceTigrcldecirccaceacealgeailcci¥ar realdc T ARA AGETALNC AT GAA 2 AC CAGCTAAA- - CITANCINNAIINICINEcTCECEEEEEEE ACIY- TN T TAGG T TCGCATTTGGGAAACGGACAGAANATGATACI\GCCAACAACACEAT
1341186 +

droElel|lscf7180000491104:1957834~ GGCGHTACGTHTCACCCTCGCAGGACGAEGARCCINETdGAcGcTACAAGETALNC e GACACCC AR 2 AGTCCAAEN---- -2 hErEgiTASTAACAECld- === ACTY TN TINAGG T TCGCATTTGGGAAACGGARCAGAACATGATACIGCCAACAAACEAT
1957995 +

droRhol|lscf7180000779594:16115-16272 GGCGYTACGTHTCldcccTcGeAGGACGAAGARCCINETGAldc T ARA A GETALN NS Al Glec 2 ATACCAAEIN-----2 ATTEANEATTAACE STl — - - ACTY NI NAGG T TCGL YT T TGGGAAACGGACAGAACATGATACINGCCAACAAACGAT
-

droBial|scf7180000302098:245591— cGeoleraceTircldcchyrcilcaccaceancaiicci¥eridealEcciiracancETECE N AGEC TA c CGGCCAREIN- - — - -2 CITITINSIG/NTN T AT CEEEEEEE AR TTINTAGGT TCGCATTTGGGAAACGGARCAGAACATGATTACINGCCAANAANACEAT
245746 -

droTakl|lscf7180000415502:10079-10235 GGCGETACGTHTCldcccTCGCAGGACGAEGARNCCINET TGAlEGGHT ARA A GETALGISELS G 2 2 CGGCGAAE- - —— -2 ASrEANTATTAACE Y- - ————- AN T T T TAGGT TCGCATTTGGGAAACHGATCAGAACATGATEACIGCCAACAAACEAT
-

droEugl|scf7180000409759:146760- GGCGATACGTHTCldcccTcaeaGGACGAgeAcciNaTGAldc e TARA A GETALR XA ASTHANTATTAACEYSIT -~ - BN T TAGGT TCGCATTTGGGAAACGGARCAGAACATGATACIGCAACAAACEAT
146916 +

|dm3 lchr3r:212086-212240 + | [ccBcaraficTircacchreecaeaccafealccRarRcA8c ol AlAACETAT YA alc Al- - CcGACAGTTTG

ldrosim2|[3r:182962-183116 + lasi_29280]ccleaTalcTlTcacchrcecaARcAlcABGARC ClRETRGAAGCHTANAA T NSRS cglec alc - -cGIACAGTCTG

ldrosec2|lscaffold 6:318453-318607 + || |GG‘GATAEGTITCACCETCGCAnGAIGAIGAnCCEET“GAAGGETAEAAG celcTTC A GEMIUACAGTCTG

larovak3|3R:562646-562800 + [

droEre2|scaffold 4770:556223-556377 GGcGATAEGT.Tc|cccTCGCAGGACGA.GAHCCEET|GA|GGETAEAAG cléccee cGEc
_|_
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